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ANTIBODIES AND METHODS OF USE
THEREOF

CROSS-REFERENCE TO RELATED
APPLICATIONS

This application claims priority benefit to U.S. provisional
application Ser. No. 61/176,461 filed on May 7, 2009, which
application is incorporated herein by reference in its entirety.

STATEMENT REGARDING FEDERALLY
SPONSORED RESEARCH

This invention was made with government support under
grants nos. CA072006 and T32 CA108462 awarded by the
National Institutes of Health. The government has certain
rights in this invention.

INTRODUCTION

Investigation into the use of antibodies as therapeutics has
increased significantly over the past decade. The high speci-
ficity and tight binding characteristics inherent to antibodies
give them enormous potential for use as therapeutics. Their
specificity allows for precise targeting of protein functions,
which may minimize side effects resulting from off-target
binding. Therapeutic antibodies currently in use function
through three modes of action: as inducers of the immune
system cytotoxicity, as carriers of a specific cytotoxic agent,
or as inhibitors of the target protein function.

To date, the majority of therapeutic antibodies have fallen
into this last grouping, acting as antagonists of proteins in
disease related signaling pathways such as VEGF (Avastin),
EGFR (Erbitux) and TNF (Humira). By combining selectiv-
ity and a large binding footprint, antibodies have proven to be
ideal for creating the steric hindrance necessary to block
ligand/receptor interactions and inhibit the signaling cascade
and downstream functions involved in disease progression.

Many diseases have also been found to be dependent upon
misregulated enzyme function, including proteases. In par-
ticular, proteases have been implicated in a number of func-
tions essential for cancer progression. These include extra-
cellular matrix remodeling, release of cytokines, and loss of
apoptotic response. One particular protease that has been
implicated in cancer progression is the trypsin-fold serine
protease MT-SP1 (membrane type-serine protease 1,
matriptase) (Uhland K Cell Mol Life Sci 2006, 63: 2968-78).
MT-SP1 is over-expressed on the surface of epithelial cells
involved in a variety of cancers, including breast, colon and
prostate cancers. The protease is involved in the activation of
other proteases, growth factors and receptors all of which
result in extracellular matrix remodeling, angiogenesis and
invasive growth.

Recent studies have investigated the use of antibodies as
inhibitors of protease function (Farady C J et al. J Mol Biol
2008, 380: 351-60; Farady C J et al. J Mol Biol 2007, 369:
1041-51; Sun T et al. Biochemistry 2003, 42, 892-900). The
inhibitors were found to either block substrate binding
through steric hindrance or cause conformational changes
dueto binding at allosteric sites. More recently, the molecular
basis of three antibody inhibitors have been determined from
crystal structures of the antibody/protease complexes (Farady
C Jet al. J Mol Biol 2008, 380: 351-601).

LITERATURE

Sun J et al. Biochemistry 2003, 42, 892-900; Farady C J et
al. J Mol Biol 2007,369: 1041-5; Farady C J et al. J Mol Biol
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2008, 380: 351-601; Foltz et al. (US Patent Publication No.
2006/0171884); Foltz et al. American Society of Hematology
Annual Meeting Abstracts 2005, 106: Abstract 4816.

SUMMARY

The present disclosure relates to protease-binding agents
(e.g. antibodies) that bind to and modulate the activity of a
protease, compositions comprising the antibodies, and meth-
ods involving use of the antibodies or compositions.

Also provided by the disclosure is an isolated protease-
binding agent comprising a heavy chain variable region com-
prising a CDR; and a light chain variable region comprising a
CDR, in which a hypervariable loop of said heavy chain
variable region is capable of binding the S1 pocket of a
P1-Arg-specific protease to position a scissile bond in the
active site of said protease in an orientation opposite to a
cleavable substrate of said protease; and in which the heavy
chain variable region and the light chain variable region pro-
vide for antigen specificity so as to position the hypervariable
loop for binding to said S1 pocket. Other agents can include
those that bind to the protease in such a away that the scissile
bond of the binding agent is positioned away from the active
site of said protease, particularly away from the active site
nucleophile.

Methods of the present disclosure include administering a
composition comprising a protease-binding agent that inhib-
its a protease of interest to treat diseases, such as cancer or
infection.

Methods also may employ the protease-binding agent for
diagnosis of diseases.

Methods of screening are also provided to identify or engi-
neer a protease-binding agent that specifically inhibits a pro-
tease of interest.

Kits containing one or more compositions of the present
disclosure, as well as those with instructions for use in a
method of the present disclosure also are provided.

Other features of the invention are described herein, and
will also be readily apparent to the ordinarily skilled artisan
upon reading the present disclosure.

BRIEF DESCRIPTION OF FIGURES

FIG. 1 depicts the relative inhibition of MT-SP1 by seven
Fabs identified from the phage display library.

FIG. 2, panel A shows the amino acid sequences of the A1l
and E2 heavy and light chain polypeptides, with the CDRs
underlined in the sequences. CDRS are defined by the Kabat
numbering system (Johnson et al. Nucleic Acids Research,
2000, 28: 214-218). Panel B shows the nucleic acid sequences
that encode heavy and light chains of A11 and E2 antibodies.
Nucleic acid sequences encoding the CDRs are bolded. Panel
C shows the CDRs of Al1 separately from the rest of the
amino acid sequences.

FIG. 3 shows the various MT-SP1 alanine scanning
mutants.

FIG. 4 depicts the structure of the A11/MT-SP1 complex.

FIG. 5 shows Interaction of the A1l variable loops with
MT-SP1. Panel A, The A1l H3 loop interacting with the
MT-SP1 surface accounts for the majority of the buried sur-
face area contributed by the heavy chain variable loops. The
loop inserts Arg 100b into the active site while making very
few additional contacts. Panel B, The H1 and H2 loops con-
tact residues in the 60s and 90s loops of MT-SP1. Panel C,
Thelong L.3 loop of A11 makes a number of contacts with the
surface of MT-SP1, burying nearly as much surface area as
the H3 loop. Panel D, The L1 loop contacts both the 170s and
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220s loops while the 1.2 loop makes no contacts with MT-
SP1. Panel E, Together the H2, H3 and L3 loops of A11 utilize
Phe97 of MT-SP1 as an anchor point for binding and recog-
nition, an interaction that is crucial to formation of the com-
plex. The heavy and light chains loops are shown as ribbons
and the MT-SP1 side chains that interact with each variable
loop are shaded gray in the space-filled model.

FIG. 6 shows the insertion of A11 H3 loop into the MT-SP1
active site. Panel A shows that the H3 hypervairable loop of
All inserts an arginine (ArgH100b) into the active site of
MT-SP1. Panel B compares the binding of A11 to MT-SP1
(right) with the binding of the bovine pancreatic trypsin
inhibitor (BPTT) on the left. Binding of the E2 antibody to
MT-SP1 is also shown below in Panel B.

FIG. 7 depicts the result of a surface plasmon resonance
experiment. Binding curves of A11 Fab to MT-SP1 is black
and the binding curve of A1l Fab to the inactive mutant
zymogen R15A is gray.

FIG. 8, panel A shows the inhibition of E2 on MT-SP1
activity in various cell lines. Panel B shows the inhibition of
A1l on MT-SP1 activity in various cell lines.

FIG. 9 shows A1l (panel A) and E2 (panel B) Fabs bound
to the recombinant catalytic domain of MT-SP1.

FIG. 10 shows the fluorescent micrographs of E2 scFv
incubated with MT-SP1-positive cells and a negative control
cellin culture. HT29 (panel A), MCF7 (panel B), and LNCaP
(panel C). MDA-MD-231 express little to no MT-SP1 (panel
D).

FIG. 11 shows the fluorescent micrographs of E2 scFv
incubated with HT29 cells incubated with recombinant hepa-
tocyte growth factor activator inhibitor-1 (HAI-1) (panel A)
or HT29 cells alone (panel B).

FIG. 12 shows E2 diabody (panel A) and E2 Fab (panel B)
inhibitors in MCF7 xenograph mice with tumor cells circled.
Black stains indicate boundaries around the presence of
luciferase or alexa flour.

FIG. 13 shows that A11 IgG antibodies selectively target
MT-SP1 positive tumors in vivo. Panel A shows a MCF7
xenograph mouse with tumor indicated by double arrows.
Panel B shows a MDA-MB-231 (MT-SP1-negative) xeno-
graph mouse as a negative control. Panel C shows the signal
of active luciferase expressed by MDA-MB-231 cells after
Iuciferin was injected. Black stains indicate boundaries
around the presence of luciferase or alexa flour.

FIG. 14, panel A shows that A11 IgG antibodies selectively
target MT-SP1 positive tumors in vivo. The first row shows
xenograph mice with tumors (arrows) derived from various
cell lines. Second row shows the signal of active luciferase,
presence of which is indicated by surrounding black stains,
after luciferin was injected. Panel B compares the tumor
signal using percentages of injected dose in tumor at 48 hours
divided by tumor volume (mm?>).

FIG. 15, panel A shows the tumor volume over time for
various groups of mice having PC-3 tumor xenographs. The
body weights of the mice are shown as a small inset. Panel B
shows the tumor volume over time for various groups of mice
having H29 tumor xenographs. The body weights of the mice
are shown as a small inset. Panel C shows a pilot study using
a smaller group of mice than the experiment shown in Panel
B.

FIG. 16 is an Amira processed representation of an HT29
xenograft mouse imaged with *'*In-DOTA-A11 at 48 hr post-
injection. Injected dose: 15 pug IgG, 250 pCi. The CT skeletal
image can be seen in white. For SPECT, dark gray represents
the bilateral HT29 tumors and non-specific uptake can be
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seen in the chest cavity in black. A) coronal view at 0°; B)
sagittal view at 90°; C) coronal view at 180°; D) sagittal view
at 270°.

FIG. 17, panel A is an '*'In-DOTA-A11 SPECT/CT image
of a HT29 bilateral xenograph at 48 hour post injection.
Signals are represented by regions with gray topographic
boundaries. Injection was done with 15 ng of A11 IgG (250
uCi). Panel B is an '''In-DOTA-Palivizumab SPECT/CT
image of a PC3 xenograph at 48 hour post injection. Panel C
is an '** In-DOTA-A11 SPECT/CT image of a HT29 bilateral
xenograph without (left) or with Ecotin blocking (right) at 48
hour post injection. Panel D is ***In-DOTA-A11 SPECT/CT
image of a MT-SP1 negative MDA-MB-231 xenograph.

DETAILED DESCRIPTION OF EXEMPLARY
EMBODIMENTS

The present disclosure relates to antibodies that bind to and
modulate the activity of a protease, compositions comprising
the antibodies, and methods involving use of the antibodies or
compositions.

Certain of the antibodies disclosed herein were first found
by screening a human Fab phage display library for inhibition
of a type I transmembrane multidomain serine protease
MT-SP1/matriptase. Structural studies of the complex
between the antibody and the protease reveal that the anti-
body comprises features that enable potent inhibition of the
protease as well as other features that render the antibodies
specific for a protease of interest. The data presented herein
support the application of the antibodies in methods and
compositions, including the diagnosis and treatment of mul-
tiple types of human diseases (e.g. cancer).

Before the present invention and specific exemplary
embodiments of the invention are described, it is to be under-
stood that this invention is not limited to particular embodi-
ments described, as such may, of course, vary. It is also to be
understood that the terminology used herein is for the purpose
of describing particular embodiments only, and is not
intended to be limiting, since the scope of the present inven-
tion will be limited only by the appended claims.

Where a range of values is provided, it is understood that
each intervening value, to the tenth of the unit of the lower
limit unless the context clearly dictates otherwise, between
the upper and lower limit of that range and any other stated or
intervening value in that stated range is encompassed within
the invention. The upper and lower limits of these smaller
ranges may independently be included in the smaller ranges is
also encompassed within the invention, subject to any spe-
cifically excluded limit in the stated range. Where the stated
range includes one or both of the limits, ranges excluding
either both of those included limits are also included in the
invention.

Unless defined otherwise, all technical and scientific terms
used herein have the same meaning as commonly understood
by one of ordinary skill in the art to which this invention
belongs. Although any methods and materials similar or
equivalent to those described herein can also be used in the
practice or testing of the present invention, exemplary meth-
ods and materials are now described. All publications men-
tioned herein are incorporated herein by reference to disclose
and describe the methods and/or materials in connection with
which the publications are cited.

It must be noted that as used herein and in the appended
claims, the singular forms “a”, “an,” and “the” include plural
referents unless the context clearly dictates otherwise. Thus,
for example, reference to “an antigen” includes a plurality of
such antigens and reference to “the peptide” includes refer-
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ence to one or more peptides and equivalents thereof known
to those skilled in the art, and so forth.

The publications discussed herein are provided solely for
their disclosure prior to the filing date of the present applica-
tion. Nothing herein is to be construed as an admission that
the present invention is not entitled to antedate such publica-
tion by virtue of prior invention. Further, the dates of publi-
cation provided may be different from the actual publication
dates which may need to be independently confirmed.

DEFINITIONS

When describing the compositions, pharmaceutical formu-
lations containing such, and methods of producing and using
such compositions, the following terms have the following
meanings unless otherwise indicated. It should also be under-
stood that any of the moieties defined forth below may be
substituted with a variety of substituents, and that the respec-
tive definitions are intended to include such substituted moi-
eties within their scope.

The terms “polypeptide” and “protein” are used inter-
changeably throughout the application and mean at least two
covalently attached amino acids, which includes proteins,
polypeptides, oligopeptides, peptides, and fragments thereof.
The protein may be made up of naturally occurring amino
acids and peptide bonds, or synthetic peptidomimetic struc-
tures. Thus “amino acid”, or “peptide residue”, as used herein
means both naturally occurring and synthetic amino acids.
For example, homo-phenylalanine, citrulline and noreleucine
are considered amino acids for the purposes of the invention.
“Amino acid” also includes imino acid residues such as pro-
line and hydroxyproline. The side chains may be in either the
(R) or the (S) configuration. Normally, the amino acids are in
the (S) or L-configuration. If non-naturally occurring side
chains are used, non-amino acid substituents may be used, for
example to prevent or retard in vivo degradation. Naturally
occurring amino acids are normally used and the protein is a
cellular protein that is either endogenous or expressed recom-
binantly. The terms includes fusion proteins, including, but
not limited to, fusion proteins with a heterologous amino acid
sequence, fusions with heterologous and homologous leader
sequences, with or without N-terminal methionine residues;
immunologically tagged proteins; fusion proteins with
detectable fusion partners, e.g., fusion proteins including as a
fusion partner a fluorescent protein, f3-galactosidase,
luciferase, etc.; and the like. Polypeptides may be of any size,
and the term “peptide” refers to polypeptides that are 5-50
residues (e.g., 8-20 residues) in length.

As used herein, the term “endogenous,” refers to biomol-
ecules that originate within an organism in nature. For
example, an endogenous substrate of a protease is a protein
that originates from the same organism as the source of the
protease and is capable of specifically binding to the protease
under physiological conditions and of which a peptidic bond
is cleaved by the protease. As another example, an endog-
enous substrate of a serine protease is a protein that originates
from the same organism as the source of the serine protease
and is capable of specifically binding to the serine protease
under physiological conditions and of which a peptidic bond
is cleaved by the serine protease.

As used herein, the term “cleavable,” refers to protease
substrates, of which one or more peptidic bonds can be hydro-
lyzed by the protease.

As used herein, the term “orientation,” refers to the posi-
tional relationship of a protease substrate relative the protease
to which it is bound. By convention, the orientation of a
substrate to its protease is specified from N-terminus to C-ter-
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6
minus based on sites named Pn, . . ., P3, P2, P1, P1', P2',
P3', ..., Pn', where P1-P1' denotes the scissile bond to be

cleaved by the protease and n is the number of the feature
relative to the scissile bond. Their respective binding sites on
the protease are named Sn, . . ., S3, S2, S1, S1', S2',
S3', ..., Sn'and n is the number of the feature relative to the
active site. In accordance with this nomenclature, the scissile
bond of a cleavable substrate is presented to the active site in
an N-terminus to C-terminus orientation relative to sites S1
and S1'. If the scissile bond of a substrate is presented to the
active site in a C-terminus to N-terminus orientation relative
to sites S1 and S1', the scissile bond is considered to be in the
“reversed orientation.”

By “nucleic acid” herein is meant either DNA or RNA, or
molecules which contain both deoxy- and ribonucleotides.
Nucleic acid may be naturally occurring or synthetically
made, and as such, includes analogs of naturally occurring
polynucleotides in which one or more nucleotides are modi-
fied over naturally occurring nucleotides.

The term “analog” or “analogue” refers to without limita-
tion any compound which has structural similarity to the
compounds of the present disclosure and would be expected,
by one skilled in the art, to exhibit the same or similar utility
as the claimed and/or referenced compounds.

The term “carrier” as used in the context of a carrier con-
jugated to an antibody includes a peptide or protein carrier, a
non-peptide or protein carrier (e.g. a non-peptide polymer).

The term “cell surface antigen” (or “cell surface epitope”™)
refers to an antigen (or epitope) on surface of a cell that is
extracellularly accessible at any cell cycle stage of the cell,
including antigens that are extracellularly accessible during
all stages of the cell cycle. “Extracellularly accessible” in this
context refers to an antigen that can be bound by an antibody
provided outside the cell without need for permeabilization of
the cell membrane.

The term “chemotherapy” as used herein refers to use of an
agent (e.g., drug, antibody, etc.), particularly an agent(s) that
is selectively destructive to a cancerous cell, in treatment of a
disease, with treatment of cancer being of particular interest.

A “cancer cell” as used herein refers to a cell exhibiting a
neoplastic cellular phenotype, which may be characterized by
one or more of, for example, abnormal cell growth, abnormal
cellular proliferation, loss of density dependent growth inhi-
bition, anchorage-independent growth potential, ability to
promote tumor growth and/or development in an immuno-
compromised non-human animal model, and/or any appro-
priate indicator of cellular transformation. “Cancer cell” may
be used interchangeably herein with “tumor cell” or “cancer-
ous cell”, and encompasses cancer cells of a solid tumor, a
semi-solid tumor, a primary tumor, a metastatic tumor, and
the like.

The term “conjugated” generally refers to a chemical link-
age, either covalent or non-covalent, usually covalent, that
proximally associates one molecule of interest with second
molecule of interest.

The terms “antigen” and “epitope” are well understood in
the art and refer to the portion of a macromolecule (e.g., a
polypeptide) which is specifically recognized by a compo-
nent of the immune system, e.g., an antibody or a T-cell
antigen receptor. As used herein, the term “antigen” encom-
passes antigenic epitopes, e.g., fragments of an antigen which
are antigenic epitopes. Epitopes can be recognized by anti-
bodies in solution, e.g. free from other molecules. Epitopes
can berecognized by T-cell antigen receptor when the epitope
is associated with a class I or class 11 major histocompatibility
complex molecule.
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The terms “derivative” and “variant” refer to without limi-
tation any compound or antibody which has a structure or
sequence derived from the compounds and antibodies of the
present disclosure and whose structure/sequence is suffi-
ciently similar to those disclosed herein and based upon that
similarity, would be expected, by one skilled in the art, to
exhibit the same or similar activities and utilities as the
claimed and/or referenced compounds or antibody.

The term “effective amount™ of a composition as provided
herein is intended to mean a non-lethal but sufficient amount
of'the composition to provide the desired utility. For instance,
for eliciting a favorable response in a subject to treat a disor-
der or infection, the effective amount is the amount which
eliminates or diminishes the symptoms associated with the
disorder, e.g., so as to provide for control of cancer metastatis,
to eliminate cancer cells, decrease bacterial or viral infection.
As will be pointed out below, the exact amount required will
vary from subject to subject, depending on the species, age,
and general condition of the subject, the severity of the con-
dition or disease that is being treated, the particular compo-
sition used, its mode of administration, and the like. Thus, it
is not possible to specify an exact “effective amount.” How-
ever, an appropriate effective amount may be determined by
one of ordinary skill in the art using only routine experimen-
tation.

The term “immunotherapy” refers to treatment of disease
(e.g., viral or bacterial infection, or cancer) by modulating an
immune response to a disease antigen. In the context of the
present application, immunotherapy refers to providing an
antibacterial and/or anti-cancer immune response in a subject
by administration of an antibody (e.g., a monoclonal anti-
body).

The term “in combination with” as used herein refers to
uses where, for example, a first therapy is administered during
the entire course of administration of a second therapy; where
the first therapy is administered for a period of time that is
overlapping with the administration of the second therapy,
e.g. where administration of the first therapy begins before the
administration of the second therapy and the administration
of the first therapy ends before the administration of the
second therapy ends; where the administration of the second
therapy begins before the administration of the first therapy
and the administration of the second therapy ends before the
administration of the first therapy ends; where the adminis-
tration of the first therapy begins before administration of the
second therapy begins and the administration of the second
therapy ends before the administration of the first therapy
ends; where the administration of the second therapy begins
before administration of the first therapy begins and the
administration of the first therapy ends before the adminis-
tration of the second therapy ends. As such, “in combination”
can also refer to regimen involving administration of two or
more therapies. “In combination with” as used herein also
refers to administration of two or more therapies which may
be administered in the same or different formulations, by the
same or different routes, and in the same or different dosage
form type.

The term “isolated” is intended to mean that a compound is
separated from all or some of the components that accompany
it in nature. “Isolated” also refers to the state of a compound
separated from all or some of the components that accompany
it during manufacture (e.g., chemical synthesis, recombinant
expression, culture medium, and the like).

The term “antibody” (also used interchangeably with
“immunoglobulin”) encompasses polyclonal and mono-
clonal antibody preparations where the antibody may be of
any class of interest (e.g., IgM, IgG, and subclasses thereof),
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as well as preparations including hybrid antibodies, altered
antibodies, F(ab'), fragments, F(ab) molecules, Fv fragments,
single chain fragment variable displayed on phage (scFv),
single chain antibodies, single domain antibodies, diabodies,
chimeric antibodies, humanized antibodies, and functional
fragments thereof which exhibit immunological binding
properties of the parent antibody molecule. In some embodi-
ments, e.g., cancer therapy, antibodies that provide for
complement-mediated killing and/or antibody-dependent
cellular cytotoxicity (ADCC) are of particular interest. The
antibodies described herein may be detectably labeled, e.g.,
with a radioisotope, an enzyme which generates a detectable
product, a fluorescent protein, and the like. The antibodies
may be further conjugated to other moieties, such as a cyto-
toxic molecule or other molecule (e.g., to provide for delivery
of an anti-cancer drug to a cancer cell), members of specific
binding pairs, e.g., biotin (member of biotin-avidin specific
binding pair), and the like. The antibodies may also be bound
to a support (e.g., a solid support), such as a polystyrene plate
or bead, test strip, and the like.

Immunoglobulin polypeptides include the kappa and
lambda light chains and the alpha, gamma (IgG,, IgG,, IgG3,
1gG,), delta, epsilon and mu heavy chains or equivalents in
other species. Full-length immunoglobulin “light chains”
(usually of about 25 kDa or about 214 amino acids) comprise
a variable region of about 110 amino acids at the NH,-termi-
nus and a kappa or lambda constant region at the COOH-
terminus. Full-length immunoglobulin “heavy chains” (of
about 50 kDa or about 446 amino acids), similarly comprise
a variable region (of about 116 amino acids) and one of the
aforementioned heavy chain constant regions, e.g., gamma
(of about 330 amino acids).

An immunoglobulin light or heavy chain variable region is
composed of a “framework” region (FR) interrupted by three
hypervariable regions, also called “complementarity deter-
mining regions” or “CDRs”. The extent of the framework
region and CDRs have been precisely defined (see,
“Sequences of Proteins of Immunological Interest,” E. Kabat
etal., U.S. Department of Health and Human Services, 1991,
and Lefranc et al. IMGT, the international ImMunoGeneTics
information System®. Nucl. Acids Res., 2005, 33, D593-
D597)). A detailed discussion of the Kabat numbering system
is provided on the World Wide Web at kabatdatabase.com/
index.html. The sequences of the framework regions of dif-
ferent light or heavy chains are relatively conserved within a
species. The framework region of an antibody, that is the
combined framework regions of the constituent light and
heavy chains, serves to position and align the CDRs. The
CDRs are primarily responsible for binding to an epitope of
an antigen.

The term “monoclonal antibody” refers to an antibody
composition having a homogeneous antibody population.
The term is not limited by the manner in which it is made. The
term encompasses whole immunoglobulin molecules, as well
as Fab molecules, F(ab")2 fragments, Fv fragments, single
chain fragment variable displayed on phage (scFv), fusion
proteins comprising an antigen-binding portion of an anti-
body and a non-antibody protein, and other molecules that
exhibit immunological binding properties of the parent
monoclonal antibody molecule. Methods of making poly-
clonal and monoclonal antibodies are known in the art and
described more fully below.

The term “specific binding of an antibody” or “antigen-
specific antibody” in the context of a characteristics of an
antibody refers to the ability of an antibody to preferentially
bind to a particular antigen that is present in a homogeneous
mixture of different antigens. In certain embodiments, a spe-
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cific binding interaction will discriminate between desirable
and undesirable antigens (or “target” and “non-target” anti-
gens) in a sample, in some embodiments more than about 10
to 100-fold or more (e.g., more than about 1000- or 10,000-
fold). In certain embodiments, the affinity between an anti-
body and antigen when they are specifically bound in an
antibody-antigen complex is characterized by a K, (dissocia-
tion constant) of less than 1075M, less than 10~7 M, less than
1078 M, less than 10~° M, less than 107> M, less than 10~ M,
or less than about 10™'* M or less.

“Conservative amino acid substitution” refers to a substi-
tution of one amino acid residue for another sharing chemical
and physical properties of the amino acid side chain (e.g.,
charge, size, hydrophobicity/hydrophilicity). “Conservative
substitutions” are intended to include substitution within the
following groups of amino acid residues: gly, ala; val, ile, leu;
asp, glu; asn, gln; ser, thr; lys, arg; and phe, tyr. Conservative
amino acid substitutions in the context of an antibody dis-
closed herein are selected so as to preserve the interaction
between the antibody and the protease of interest.

The term “pharmaceutically acceptable” refers to a mate-
rial that is not biologically or otherwise undesirable, i.e., the
material is of a medically acceptable quality and composition
that may be administered to an individual along with the
selected active pharmaceutical ingredient without causing
any undesirable biological effects or interacting in a delete-
rious manner with any of the other components of the phar-
maceutical composition in which it is contained.

The term “pharmaceutically acceptable excipient” as used
herein refers to any suitable substance which provides a phar-
maceutically acceptable vehicle for administration of a com-
pound(s) of interest to a subject. “Pharmaceutically accept-
able excipient” can encompass substances referred to as
pharmaceutically acceptable diluents, pharmaceutically
acceptable additives and pharmaceutically acceptable carri-
ers.

The term “purified” is intended to mean a compound of
interest has been separated from components that accompany
it in nature and provided in an enriched form. “Purified” also
refers to a compound of interest separated from components
that can accompany it during manufacture (e.g., in chemical
synthesis, recombinant expression, culture medium, and the
like) and provided in an enriched form. Typically, a com-
pound is substantially pure when it is at least 50% to 60%, by
weight, free from organic molecules with which it is naturally
associated or with which it is associated during manufacture.
Generally, the preparation is at least 75%, more usually at
least 90%, and generally at least 99%, by weight, of the
compound of interest. A substantially pure compound can be
obtained, for example, by extraction from a natural source
(e.g., bacteria), by chemically synthesizing a compound, or
by a combination of purification and chemical modification.
A substantially pure compound can also be obtained by, for
example, enriching a sample having a compound that binds
an antibody of interest. Purity can be measured by any appro-
priate method, e.g., chromatography, mass spectroscopy,
HPLC analysis, etc.

The term “subject” is intended to cover humans, mammals
and other animals which contain serine proteases in any fash-
ion. The terms “subject,” “host,” “patient,” and “individual”
are used interchangeably herein to refer to any mammalian
subject for whom diagnosis or therapy is desired, particularly
humans. Other subjects may include cattle, dogs, cats, guinea
pigs, rabbits, rats, mice, horses, and so on.

In the context of cancer therapies and diagnostics
described herein, “subject” or “patient” is used interchange-
ably herein to refer to a subject having, suspected of having,
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or at risk of developing a tumor, where the cancer is one
associated with cancerous cells expressing an active and/or
dysregulated serine protease. Samples obtained from such
subject are likewise suitable for use in the methods of the
present disclosure.

As used herein, the terms “determining,” “measuring,” and
“assessing,” and “assaying” are used interchangeably and
include both quantitative and qualitative determinations.

Itis further noted that the claims may be drafted to exclude
any optional or alternative element. As such, this statement is
intended to serve as antecedent basis for use of such exclusive
terminology as “solely”, “only” and the like in connection
with the recitation of claim elements, or the use of a “nega-
tive” limitation.

All publications and patents cited in this specification are
herein incorporated by reference as if each individual publi-
cation or patent were specifically and individually indicated
to be incorporated by reference and are incorporated herein
by reference to disclose and describe the methods and/or
materials in connection with which the publications are cited.
The citation of any publication is for its disclosure prior to the
filing date and should not be construed as an admission that
the present invention is not entitled to antedate such publica-
tion by virtue of prior invention. Further, the dates of publi-
cation provided may be different from the actual publication
dates which may need to be independently confirmed. To the
extent a definition of a term set out in a document incorpo-
rated herein by reference conflicts with the definition of a
term explicitly defined herein, the definition set out herein
controls.

Exemplary methods and compositions employable therein
are described first in greater detail, followed by areview of the
various specific compositions, formulations, kits and the like
that may find use in the methods of the present disclosure, as
well as a discussion of representative applications in which
the methods and compositions of the present disclosure find
use.

Protease Binding Agents

The present disclosure provides a protease binding agent,
where protease binding agents include a whole antibody, an
antigen-binding fragment thereof, and synthetic protease
binding agents that comprises portions of an antibody. A
subject protease-binding agent binds a member of a protease
family such as the P1 Arg-specific protease family (e.g.
trypsin-like serine proteases). An example of a protease fam-
ily is the chymotrypsin-fold family, which is also called the
peptidase family S1. A subject protease binding agent (e.g.,
antibody) finds use in a variety of applications, including use
in various methods of treating a host suffering from a disease
or condition, as well as in diagnosis of various diseases and
conditions. For example, in some embodiments, a subject
antibody is highly specific for active membrane-type serine
protease I (MT-SP1), which is often found on cancer cells.
More exemplary uses of a subject antibody will be described
later.

As noted above, a subject protease-binding agent binds
specifically to a member of a protease family such as the P1
Arg-specific protease family (e.g. serine protease family). A
subject protease-binding agent exhibits features that allow
not only potent inhibition of a specific protease but also
specific recognition of the protease. Serine proteases are a
group of enzymes that share structural and functional features
discussed below. Members of the P1 Arg-specific protease
family are also discussed.

294
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Protease Targets

The target of a subject protease-binding agent is a protease
that catalyzes the hydrolysis of covalent peptidic bonds.

Serine Proteases

A subject protease-binding agent includes an agent specific
for a serine protease. The mechanism of catalysis is based on
the nucleophilic attack of the peptidic bond by a serine. Cys-
teine, threonine or water molecules associated with aspartate
or metals can also play the role of a nucleophile. In many
cases, the nucleophilic property of the group is improved by
the presence of a histidine, held by an aspartate in a basic
state, so as to readily accept a proton. The aligned catalytic
group of serine, histidine and aspartate is acommon feature to
most serine proteases. The substrate binding groove contain-
ing the active site is shaped as a cleft. In order to better
describe the interaction between the polypeptide substrate
and its respective serine protease, the polypeptide substrate is
labeled from N-terminus to C-terminus as Pn, . . ., P3, P2, P1,
P1', P2, P3', ..., Pn'whiletheir respective binding sites on the
protease Sn, . . ., S3, S2, S1, SI', S2', S3', . . ., Sn". In
accordance with this nomenclature, P1-P1' denotes the
hydrolyzed peptidic bond of the polypeptide substrate.

Chymotrypsin-Fold Serine Proteases

A subject protease-binding agent includes an agent specific
for a chymotrypsin-fold serine protease. There is a large
number of serine proteases that catalyze hydrolysis of pep-
tidic bond in the manner described above. Many of them are
further grouped together and collectively referred to as the
chymotrypsin-fold serine protease. Chymotrypsin-fold
serine proteases make up a protease family that has been
extensively characterized and studied. They are often synthe-
sized as non-active zymogens in a cell and are activated upon
cleavage in a highly conserved activation motif to produce a
mature protease. In addition to high degrees of amino acid
sequence identity among the family members, they also share
identical folds in conserved motifs. Several notable structural
and functional features shared among serine proteases of this
family were first characterized in the chymotrypsin protease.
One prominent feature of this protein family is a structural
fold containing two [3-barrels, with the catalytic Ser, H is, and
Asp amino acids found at the interface of the two domains.
Another common feature includes five enzyme-substrate
hydrogen bonds at positions P1 and P3 that juxtagpose the
scissile peptide bond adjacent to the Ser-His catalytic couple,
such that the nucleophilic Ser O-y is accurately positioned for
the nucleophilic attack.

While very similar pockets and clefts make up the structure
of the active sites of different chymotrypsin-like serine pro-
teases, the members of this family diverge in parts of the
protease distal from the active sites. Protein sequences sur-
rounding the active site that differ among proteases within the
family provide for diversity in the substrate-binding groove,
and hence, the specificity for each respective proteolytic sub-
strate. One way in which specificity is provided is based on
surface loops of the protease in the substrate binding groove.

Although the protease-substrate interactions may be char-
acterized by sequence divergence, all the structures respon-
sible for substrate specificity (e.g. surface loops surrounding
the active site) are still aligned so as to accurately position the
scissile bond of the substrate in the conserved active site. As
such, the positions of the catalytic amino acids in the active
site, such as Ser, H is, and Asp, remain the anchor that defines
the common structural framework of chymotrypsin-like
serine protease.
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Chymotrypsin Fold Serine Protease with a Trypsin-Like
S1 Pocket

A subject protease-binding agent includes an agent specific
for a member a subfamily of the chomotrypsin-like serine
protease. The chymotrypsin-fold serine protease family may
be subdivided depending on the sequence of the P1/S1 site. In
certain cases, the S1 of the protease specifically binds P1
containing an Arg or Lys so as to provide peptidic cleavage
following an Arg or Lys residue (e.g. S1 in trypsin). In other
embodiments, the S1 pocket is hydrophobic and specifically
binds P1 containing one or more amino acid(s) having hydro-
phobic side chains (e.g. S1 in chymotrypsin). In this case, the
peptidic cleavage occurs after the hydrophobic amino acid
residue. In certain cases, the S1 pocket specifically binds P1
containing an Ala and cleaves the peptidic bond after the Ala
residue (e.g. S1 in elastase).

Depending on the structural features of the protease-bind-
ing agent described in more detail below, the agent may be
specific for serine proteases having a S1 pocket similar to
trypsin. For simplicity, serine proteases in the chymotrypsin-
fold serine protease family with a S1 pocket similar to that of
trypsin would be referred herein as trypsin-like serine pro-
teases. In certain cases, the protease target of the antibody of
the present disclosure is not a serine protease but has an S1
pocket similar to that of trypsin. The proteases with a similar
S1 pocket to that of trypsin regardless of whether the protease
is categorically a serine protease would be referred herein as
“P1-Arg-specific proteases”.

Type 1l Transmembrane Serine Proteases

A subject protease-binding agent includes an agent specific
for a Type Il transmembrane serine protease. A protease-
binding agent may be specific for a small group proteases
within the subfamily of trypsin-like serine proteases. The
protease-binding agent can be capable of binding to type II
transmembrane serine proteases (TTSPs). Aside from pos-
sessing the structural framework, conserved motifs, and the
S1 pocket of trypsin-like serine proteases, this group of pro-
teases share additional features. The shared features are
described in the following from N-terminus to C-terminus. At
the N-terminus, a segment of a length about 12 to about 112
amino acid residues resides intracellularly and plays a puta-
tive role in protein sorting and/or intracellular signal trans-
duction comprises. The intracellular segment is followed by a
hydrophobic domain that spans the plasma membrane, mak-
ing up the transmembrane domain. C-terminal to the trans-
membrane domain are the extracellular domains of the pro-
tein. One extracellular domain is the stem regions, which may
comprise one or more of the following: low density lipopro-
tein (LDL) receptor class A domains, Group A scavenger
receptor (SR) domains, frizzled domains, Cls/Clr, urchin
embryonic growth factor and bone morphogenic protein 1
(CUB) domains, etc. Lastly, the proteolytic domain is pre-
sented at or near the C-terminus ofthe TTSP. See Hooper et al.
J. Biol. Chem. 2001, 276:857-860 for more detail. There are
about 17 members of TTSPs found in mammals, of which
seven are found in human. See, e.g., Table 1 below.

TABLE 1

Name Organism Other name  Accession number
Corin Human AF133845

Mouse LRP4 ABO013874
Enteropeptidase Human Enterokinase U09860

Bovine 09859

Mouse U73378

Rat 1589367

Porcine D30799
MT-SP1 Human Matriptase ~ AF133086/AF118224

Mouse Epithin AF042822
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TABLE 1-continued

Name Organism Other name  Accession number
HAT Human AB002134
Hepsin Human M18930

Mouse AF030065

Rat X70900
Stubble-Stubloid Drosophila 111451
TMPRSS2 Human U75329

Mouse Epitheliasin ~ AF113596
TMPRSS4 Human AF179224

Membrane-Type Serine Protease |

A subject protease-binding agent can specifically bind and
inhibit membrane-type serine protease I (MT-SP1). MT-SP1
is a serine protease known to facilitate cellular invasiveness
and may activate oncogenic pathways. Polypeptide substrates
of MT-SP1 have the following preferred residues N-terminal
to the cleavage site: either an Arg or Lys residue at P4, a
non-basic residue at P3, Ser at P2, and Arg at P1. At P1', the
position C-terminal to the cleavage site, the preferred residue
is Ala. See Uhland K Cell. Mol. Life. Sci. 2006, 63:2968-2978
for more detail. Based on this profile, a protease-binding
agent can be designed to be similar to the substrate with those
preferred residues and so would be capable of binding to the
substrate binding groove of MT-SP1.

Structural Features of the Protease-Binding Agent

A subject protease-binding agent binds a protease, as
described above, by specifically interacting with various parts
of the protease, including the substrate binding groove. The
agent comprises a feature for inhibiting the protease while
maintaining certain level of specificity. The features respon-
sible for inhibition and specificity are described in greater
detail below.

Protease Inhibition Feature

A protease-binding agent possesses inhibitory activity
against a specific protease. A subject protease-binding agent
may inhibit more than one type of proteases. Protease-bind-
ing agents of the present disclosure include a structural loop
that is provided by a hypervariable loop of a heavy chain
variable region, which loop is capable of binding an S1 pocket
of'a protease so as to inhibit cleavage of a scissile bond in the
protease-binding agent by the active site of said protease.
Inhibition of cleavage of the scissile bond can be provided by
positioning of the scissile bond in the active site of said
protease in an orientation opposite to that of a cleavable
substrate complexed to said protease or by positioning of the
scissile bond away from the active site of said protease, par-
ticularly away from the active site nucleophile. For example,
anagent, e.g., Al1 antibody, can inhibit a protease by binding
to a Sn site so as to reverse the orientation of the peptidic bond
relative to that of a cleavable substrate when complexed with
the protease. In an example of an antibody that is a protease-
binding agent, certain amino acid residues or structure of the
antibody may be similar to a cleavable substrate except that
the scissle bond (hydrolizable peptidic bond) that is normally
presented to the active site in a cleavble substrate is in a
reversed (opposite) orientation. Such an antibody is described
in more detail below in relation to an exemplary endogenous
substrate.

As described above, in a cleavable substrate bound to a
protease, the segment N-terminal to the scissile bond
(Pn, ..., P2, P1) would bind to Sn, . . ., S2, and S1 of the
protease, while the segment C-terminal to the scissle bond
(P1',P2,...,Pn"ywould bind to S1',S2', ..., Sn". The scissile
bond is C-terminal to the P1 site and is presented to the active
site in an N-terminus to C-terminus orientation relative to S1
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and S1'. In this orientation, the scissile bond is in a cleavable
conformation. In a complex between the protease and an
inhibitory antibody that positions a scissile bond in a reversed
orientation, the one or more loops of the antibody C-terminal
to a scissile bond may bind in the S1, S2, . . ., or Sn pocket,
as opposed to the S1', S2', . . ., or Sn' pocket. In a related
embodiment, one or more loops of the antibody N-terminal to
a scissile bond may bind in the S1', S2', . . ., or Sn' pocket
respectively as opposed to the S1, S2, .. ., or Sn pocket. As a
result, the scissile bond is presented to the active site in a
C-terminus to N-terminus orientation, relative to the posi-
tions of S1 and S1' of the protease. This orientation of the
scissile bond is opposite to, or reversed relative to the scissile
bond of a cleavable substrate in complex with the protease.
By presenting a reversed scissile bond in the active site of a
protease, a subject protease-binding agent (e.g., an antibody)
would inhibit the proteolytic activity of the protease. Utiliz-
ing the placement of a reversed scissile bond, a subject pro-
tease-binding agent can inhibit one or more members of the
protease families described above. See schematic for A11 in
FIG. 6B.

An exemplary inhibition feature of a protease-binding
agent is a hypervariable region of an antibody comprising a
loop acting as a P1 site. When bound to the S1 pocket, the
P1-like loop positions a scissile bond N-terminal to the loop
in the active site of the protease. As a result, the scissile bond
is presented in a reversed orientation (C-terminus to N-termi-
nus relative to the position of S1 and S1' of the protease), and
since the protease cannot hydrolyze a reversed scissile bond,
the protease is inhibited by the antibody. The hypervariable
region comprising the loop may reside in the heavy chain. In
other embodiments, the loop may reside in the light chain.

In another example, protease binding agent can also inhibit
aprotease by binding to a Sn site so as to position the peptidic
bond away from the active site, particularly away from the
active site nucleophile, at a distance further away than that of
a cleavable substrate when complexed with the protease.
Stated differently, the cleavable peptidic bond is positioned at
distance far enough away from the active site such that the
peptidic bond cannot be cleaved. In such an exemplary agent
(e.g. E2 antibody), certain amino acid residues or structure of
the antibody may be similar to a cleavable substrate except
that the scissile bond that is normally presented to the active
site in a cleavble substrate is held at a distant position from the
active site. Such an antibody is described in more detail below
in relation to an exemplary endogenous substrate.

In a complex between the protease and an inhibitory anti-
body that positions the scissile bond away from the active site,
one or more loops (e.g. P2' and P3') of the antibody C-termi-
nal to the scissile bond may bind in the S2, S3 .. ., or Sn
pocket, as opposed to the S2', S3', . . ., or Sn' pocket while the
P1 loop stays inserted in the S1 pocket. In another embodi-
ment, one or more loops of the antibody N-terminal to a
scissile bond may bind in the S2', S3', . . ., or Sn' pocket
respectively as opposed to the S1, S2, . . ., or Sn pocket, while
the P1' loop stays bound in the S1' pocket. In either of these
embodiments, the scissile bond is positioned at a distance
away from the active site because loops on one side of the
scissile bond (either C- or N-terminal) have been flipped to
interact with the pockets on the other side of the active site. In
any of these two exemplary conformations, the scissile bond
ends up being positioned away from the active site of a pro-
tease. Utilizing the placement of this distant scissile bond, a
subject protease-binding agent can inhibit one or more mem-
bers of the protease families described above. See schematic
for E2 in FIG. 6B. The inhibition feature may include the
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P1-like loop and the other loops and turns responsible for
flipping the loops to interact with pockets on the other side of
the active site.

Depending on the type of amino acid residues residing on
the Pl-like loop, the loop may be engineered such that a
subject protease-binding agent specifically inhibits a protease
of interest. Since the S1 pocket of a trypsin-like serine pro-
tease comprises an Asp of which the side chain is usually
negative, a P1-like loop containing amino acid residues that
have positive side chains would interact favorably with the
Asp residue in the S1 pocket. Accordingly, to be specific for
binding to and/or inhibiting trypins-like serine proteases or
P1-Arg-specific proteases, an antibody comprising a P1-like
loop may contain amino acid residues such as Arg or Lys. The
loop that binds to the S1 pocket of the protease of interest may
be about 10, 15, 20, 25, 30 or more amino acids in length. A
consensus sequence of this P1-like loop that would be specific
for binding to a protease with an S1 pocket of a trypsin is RR.
Another consensus sequence of this Pl-like loop is
GIAARRF (SEQ ID NO:9). Yet another consensus sequence
of a Pl-like loop is PxRRGP, such as PQRRGP (SEQ ID
NO:11). Alternatively, these amino acid sequences may be
modified such that one or both of the double arginines are
substituted with methionines. Where one or more argines are
substituted with methionines, the consensus sequence of the
P1-like loop may be GIARMF (SEQ ID NO:13), GIAAMRF
(SEQ ID NO:14), GIAAMMF (SEQ ID NO:15), PXRMGP,
PxMRGP, or PXMMGP, in which x may be any amino acid
residue.

For example, antibody A1l comprises a heavy chain vari-
able region, in which there is a P1-like loop (named H3 in the
crystal structure presented in Example 9) comprising two Arg
residues. The loop binds to the S1 pocket of serine protease
MT-SP1 when All is bound to MT-SP1 and positions a
scissile bond in the reversed orientation in the active site of
MT-SP1.

In a similar vein, a protease-binding agent may be specific
for other subfamilies other than P1-Arg-specific proteases
(e.g. trypsin-like serine protease), such as serine protease
with an S1 pocket similar to that of chymotrypsin or of
elastase. For example, to specifically bind to and/or inhibit
chymotrypsin, the P1-like loop of a subject protease-binding
agent (e.g., an antibody) would comprise amino acid(s) of
hydrophobic side chains in order to bind to the hydrophobic
S1 pocket of chymotrypsin. In view of the above, varying the
amino acid(s) of the loop of a subject protease-binding agent
that is capable of interacting with the S1 pocket of a specific
protease determines whether the agent can bind/inhibit the
protease but not a protease with a different S1 pocket.

Protease Specificity Feature

As noted above, a subject protease-binding agent may
exhibit potent inhibitory activity against a protease while
maintaining protease specificity. In addition to providing the
specificity, one or more of the specificity features described
below also function to position the inhibitory feature for
binding to the protease in the desired orientation. For
example, several surface loops on the heavy chain and/or light
chains of a subject protease-binding agent can provide spe-
cific binding to the binding agent and in the same time,
interact with the protease in such a way to place the P1-like
loop of a hypervariable region in the desired orientation into
the S1 pocket of a serine protease. Accordingly, many fea-
tures may be engineered as part of a subject protease-binding
agent in order to confer specificity while maintaining the
inhibitory features described previously.

One way to confer specificity is to engineer one or more
CDRs to bind to one or more of the Sn pockets similar to how
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a cleavable substrate would bind. A protease-binding agent
may comprise structural features that mimic one or more Pn
sites of a cleavable substrate. One or more structural features
may present the same amino acid residues, or conservative
substitutions thereof, as one or more of the Pn sites of a
cleavable substrate. The specificity of a subject protease-
binding agent for a protease would then be determined by the
sequence of one or more CDRs in hypervariable regions. For
example, a specific CDR of a subject protease-binding agent
may present amino acid residues that can form favorable
interactions with the Sn sites of one protease but not the same
Sn site of a different protease. The specificity of a protease-
binding agent for a protease may also be determined by the
sequence of CDR that interacts with surface loops surround-
ing the active site. The surface loops contacted by a subject
protease-binding agent may be proximal or distal to the active
site. The surface loops contacted by a protease-binding agent
may not be the same loops contacted by arespective cleavable
substrate. Some of the favorable interaction between an anti-
body acting as a protease-binding agent and the protease
include but not limited to hydrogen bonding, water-mediated
bonding, and hydrophobic interactions.

Specificity Feature for Chymotrypsin-Fold Serine Protease

Where a subject protease-binding agent specifically binds
to and inhibits a chymotrypsin-fold serine protease but not
other serine proteases, the binding agent comprises structural
features that would be specific for the structural framework
shared by the family members of chymotrypsin-like serine
protease. For example, a subject protease-binding agent can
comprise hypervariable loops that are capable of binding to
the framework shared by chymotrypsin-fold serine protease.
The structural framework includes the signature structural
fold of two p-barrels with the catalytic Ser, H is, and Asp
amino acids in between. Hypervariable regions may be
designed or screened for specific binding to that structural
fold. A subject protease-binding agent may also contain
CDRs that participate in P1 and P3 hydrogen bonding that is
common among the chymotrypsin-fold serine proteases,
describe previously.

In order to differentiate among chymotrypsin-fold serine
proteases, the hypervariable loops in the heavy and light
chains are further varied in accordance with sequence varia-
tion among the proteases of this family. As discussed previ-
ously, although having the same framework, many chymot-
rypsin-like serine proteases have divergent amino acid
sequence away from the active site. As a result, one or more
hypervariable loops may comprise different amino acid resi-
dues to complement the difference in amino acid sequences
s0 to provide inhibitor specificity. Depending on the type of
amino acid residues that are interacting with the protease
beyond the active site, the antibody can bind to or inhibit one
protease but not another. As noted above for inhibiting serine
proteases in general, a protease-binding agent that inhibits
chymotrypsin-fold serine protease would also comprise one
or more CDRs that are capable of positioning a scissile bond
in a reversed orientation in the active site of the chymot-
rypsine-fold serine protease.

Specificity Feature for Trypsin-Like Serine Protease

A subject protease-binding agent that is specific for the
trypsin-like serine protease subfamily (chymotrypsin-fold
serine protease that has the same S1 pocket as that of trypsin)
would comprise many features discussed above. For
example, a protease-binding agent can comprise one or more
CDRs that make up a structural feature that is capable of
binding to the conserved structural regions, such as the chy-
motrypsin fold discussed above. The specificity structures are
also capable of interacting with the substrate binding cleft so



US 9,309,325 B2

17

as to position a scissile bond in a reversed orientation relative
to that of a cleavable substrate complexed to the protease of
interest. A protease-binding agent may comprise CDRs that
are capable of fitting in a structural framework shared by this
subfamily of trypsin-like serine protease. In the example of
the H3 loop of All provided above, the inhibitory feature
provided by the loop that is capable of binding to the S1
pocket of trypsin can also confer specificity. The loop in the
hypervariable region of the antibody may be similar to the P1
site of a cleavable substrate, either in structural features or
amino acid sequence. The loop may reside in the heavy chain
or the light chain. Varying the sequence of this loop may
provide specific binding to one protease but not to another
with a different S1 pocket.

Specificity Feature for Type Il Transmembrane Serine Pro-
tease

A subject protease-binding agent can specifically bind and
inhibit a type II transmembrane serine protease (T'TSP). For
example, a subject protease-binding agent can comprise one
ormore CDRs that make up a structural feature that is capable
of'binding to the conserved structural regions in TTSPs, such
as the transmembrane region, the stem region, or the pro-
teolytic region. A protease-binding agent may comprise
CDRs that are capable of fitting in a structural framework
shared by this specific group of serine protease. Like the
previous antibodies described above, the CDRs of the hyper-
variable regions may be changed to conform to a specific
TTSP of interest. The CDRs may form surface loops that
interact with segments ofthe TTSP surrounding the active site
and beyond. In addition to the specificity features, a protease-
binding agent can comprise a loop that is capable of binding
to the S1 pocket similar to the S1 pocket of trypsin. This loop
of'such a protease-binding agent may be similar to the P1 site
of'their respective cleavable substrate. Like the binding agent
described previously, the hypervariable loop is inserted into
the S1 pocket such that the scissile bond is presented to the
active site in a reversed orientation relative to a cleavable
substrate.

Specificity Feature for Membrane-Type Serine Protease |

Where a subject protease-binding agent specifically binds
to or inhibits an active MT-SP1, the protease-binding agent
does not bind to MT-SP1 bound to its cognate inhibitor (e.g.
hepatocyte growth factor activator inhibitor type I, HAI-1)
but to an active, mature MT-SP1 not bound to HAI-1. The
substrate binding groove of MT-SP1 described above has
certain preferred residues identified for the substrate: Arg or
Lys at P4, a non-basic residue at P3, Ser at P4, Arg at P1, and
AlaatP1'. Based on this profile, a protease-binding agent may
be similar to a substrate with respect to these preferred resi-
dues and so would be capable of binding to the substrate
binding groove of MT-SP1. The preferred residues may be
incorporated into hypervariable regions of an antibody engi-
neered to interact with the substrate binding groove. For
example, the antibody A11 has an Arg in the H3 loop, which
acts like a P1-loop when A11 is bound to MT-SP-1. A11 also
inhibits MTSP-1 with high specificity. See Example 9 for
details on other loop interactions between A11 and MT-SP1.

Features of a protease-binding agent that are specific for
MT-SP1 may also be incorporated into binding agents engi-
neered to bind to or inhibit other proteases having similar
substrate binding groove. Some of such serine proteases
include protease-activated receptor 2 (PAR-2), the urokinase-
type plasminogen activator (active or the inactive zyomogen
form, pro-uPA), and the hepatocyte growth factor (active or
the inactive form, HGF). PAR-2, pro-uPA, and HGF all have
substrates with similar preferred residues at the correspond-
ing locations as the substrates of MT-SP1. These proteases are
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also implicated in the process of invasive cancerous growth as
MT-SP1. An exemplary sequence of a P1-like loop that would
be specific for binding to S1 pockets of proteases containing
a substrate binding cleft similar to that of MT-SP1 is
GIAARRF (SEQ ID NO:9). Variants of protease-binding
agent that is specific for MT-SP1 are contemplated herein so
that with the same framework containing conserved motifs,
protease-binding agents may be generated to specifically bind
these different serine proteases that share similarities.

Amino Acid Sequences

A subject protease-binding agent comprises a first
polypeptideregion (e.g. P1-like loop) that binds the S1 pocket
of a protease and inhibits catalytic activity; and at least a
second polypeptide region that binds the protease at a site
other than the S1 pocket of a protease and provides for bind-
ing specificity. The first and second polypeptide regions may
or may not be contiguous. For example, the first polypeptide
region and the second polypeptide region may be contained
within a single polypeptide chain and are separated from one
another by one or more amino acids. A protease-binding
agent can comprise a first polypeptide region (e.g. P1-like
loop) that binds the S1 pocket of a protease and inhibits
catalytic activity; and at least one other polypeptide region
(e.g., atleasta second polypeptide region and a third polypep-
tide region) that bind the protease at a site other than the S1
pocket of a protease and provides for binding specificity. The
first polypeptide region and the second polypeptide region
may also be present as separate polypeptide chains.

In some embodiments, the protease-binding agent may be
represented by X,-A-X,—B—X;, in which A represents the
first polypeptide region, B represents the second polypeptide
region, and each of X,, X,, and X;, if present, independently
represents optional amino acid residue(s) or linker(s). The
first polypeptide region and the second polypeptide region
may be contained within a single polypeptide chain, sepa-
rated from one another by one or more amino acids, as rep-
resented by X,. The first polypeptide region and second
polypeptide region may be present in the context of a scatfold
provided by X, X,, and X; where each of X,, X,, and X is
independently a polymeric form of amino acids, or a poly-
meric form of moieties other than amino acids (e.g., non-
polypeptide polymers), where each of X, X,, and X; com-
prises from O to about 100 monomers.

The first polypeptide region may have a length of from
about 1 aato about 100 aa, e.g., from about 7 aato about 10 aa,
from about 10 aa to about 15 aa, from about 15 aa to about 20
aa, from about 20 aa to about 25 aa, from about 25 aa to about
30 aa, from about 30 aa to about 50 aa, from about 50 aa to
about 75 aa, or from about 75 aa to about 100 aa. The first
polypeptide region comprises an RR (Arg-Arg) sequence.
The first polypeptide region may comprise an amino acid
sequence having at least about 85% or 100%, amino acid
sequence identity to the amino acid sequence GIAARRF
(SEQ ID NO:9). The first polypeptide region may comprise
an amino acid sequence having at least about 80%, at least
about 85%, at least about 90%, or 100% amino acid sequence
identity to the amino acid sequence DLGIAARRFVSGAFDI
(SEQ ID NO:10). The first polypeptide region may comprise
an amino acid sequence having 100% amino acid sequence
identity to the amino acid sequence PxRRGP, such as PQR-
RGP (SEQ ID NO: 11), in which x may be any amino acid
sequence. The first polypeptide region may comprise an
amino acid sequence having at least about 80%, at least about
85%, at least about 90%, at least about 94%, or 100% amino
acid sequence identity to the amino acid sequence PYL.-
TYPQRRGPQNVSPFDN (SEQ ID NO:12). Alternatively,
these amino acid sequences may be modified such that one or
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both of the double arginines are substituted with methionines.
For example, GIAARRF (SEQ ID NO:9) or PXRRGP and
sequences that contain thereof may be modified to contain
GIAARMEF, GIAAMRF, GIAAMMEF, PxRMGP, PxMRGP,
or PXMMGP. Conservative amino acid substitutions may also
be contemplated for these amino acid sequences.

Optional linkers of polypeptide region or within polypep-
tide features may comprise amino acid residues or non-pep-
tide polymers. The linkers may have a length of from about 1
to about 100 monomers, e.g., from about 7 to about 10, from
about 10 to about 15, from about 15 to about 20, from about
20 to about 25, from about 25 to about 30, from about 30 to
about 50, from about 50 to about 75, or from about 75 to about
100 monomers.

As noted above, in some embodiments, one or more of X,
X,, and X; is a non-polypeptide polymer, e.g., a synthetic
polymer. Exemplary synthetic polymers include, but are not
limited to, polymers or copolymers derived from polydiox-
ane, polyphosphazene, polysulphone resins, poly(acrylic
acid), poly(acrylic acid)butyl ester, poly(ethylene glycol),
poly(propylene), polyurethane resins, poly(methacrylic
acid), poly(methacrylic acid)-methyl ester, poly(methacrylic
acid)-n butyl ester, poly(methacrylic acid)-t butyl ester, poly-
tetrafluoroethylene, polyperfluoropropylene, poly N-vinyl
carbazole, poly(methyl isopropenyl ketone), poly alpham-
ethyl styrene, polyvinylacetate, poly(oxymethylene), poly
(ethylene-co-vinyl acetate), a polyurethane, a poly(vinyl
alcohol), and polyethylene terephthalate; ethylene vinyl alco-
hol copolymer (commonly known by the generic name
EVOH or by the trade name EVAL); polybutylmethacrylate;
poly(hydroxyvalerate); poly(L-lactic acid); polycaprolac-
tone; poly(lactide-co-glycolide); poly(hydroxybutyrate);
poly(hydroxybutyrate-co-valerate); polydioxanone; poly-
orthoester; polyanhydride; poly(glycolic acid) (PGA); poly
(D,L-lactic acid) (PLA); copolymers of PGA and PLA; poly
(glycolic acid-co-trimethylene carbonate);
polyphosphoester; polyphosphoester urethane; poly(amino
acids); cyanoacrylates; poly(trimethylene carbonate); poly
(iminocarbonate); copoly(ether-esters) (e.g., PEO/PLA);
polyalkylene oxalates; polyphosphazenes; polyurethanes;
silicones; polyesters; polyolefins; polyisobutylene and ethyl-
ene-alphaolefin copolymers; acrylic polymers and copoly-
mers; vinyl halide polymers and copolymers, such as polyvi-
nyl chloride; polyvinyl ethers, such as polyvinyl methyl
ether; polyvinylidene halides, such as polyvinylidene fluo-
ride and polyvinylidene chloride; polyacrylonitrile; polyvi-
nyl ketones; polyvinyl aromatics, such as polystyrene; poly-
vinyl esters, such as polyvinyl acetate; copolymers of vinyl
monomers with each other and olefins, such as ethylene-
methyl methacrylate copolymers, acrylonitrile-styrene
copolymers, ABS resins, and ethylene-vinyl acetate copoly-
mers; polyamides, such as Nylon 66 and polycaprolactam;
alkyd resins; polycarbonates; polyoxymethylenes; polyim-
ides; polyethers; epoxy resins; polyurethanes; rayon; rayon-
triacetate; cellulose; cellulose acetate; cellulose butyrate; cel-
Iulose acetate butyrate; cellophane; cellulose nitrate;
cellulose propionate; cellulose ethers; amorphous Teflon; and
carboxymethyl cellulose.

The protease-binding agent of the present disclosure
includes one or more parts of the agent to be cyclic. Methods
of'cyclizing a peptide are known in the art, and any of a variety
of established methods can be used to cyclize a peptide. For
example, a peptide can be synthesized to include a Cys at or
near the amino terminus and a Cys at or near the carboxyl
terminus, and a disulfide bond can be formed between the two
Cys residues.
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Where the subject protease-binding agent is an antibody,
the subject antibody may comprises a light chain polypeptide
having an amino acid sequence having at least about 90%, at
least about 95%, at least about 98%, or at least about 99%,
amino acid sequence identity to a contiguous stretch of the
amino acid sequence set forth in SEQ ID NO: 1.

A subject protease-binding agent may comprise a light
chain polypeptide having an amino acid sequence having at
least about 85%, at least about 90%, at least about 95%, at
least about 98%, or at least about 99%, amino acid sequence
identity to a contiguous stretch of the amino acid sequence set
forth in SEQ ID NO: 5.

A subject protease-binding agent may comprise a heavy
chain polypeptide having an amino acid sequence having at
least about 85%, at least about 90%, at least about 95%, at
least about 98%, or at least about 99%, amino acid sequence
identity to a contiguous stretch of the amino acid sequence set
forth in SEQ ID NO: 3.

A subject protease-binding agent may comprise a heavy
chain polypeptide having an amino acid sequence having at
least about 80%, at least about 85%, at least about 90%, at
least about 95%, at least about 98%, or at least about 99%,
amino acid sequence identity to a contiguous stretch of the
amino acid sequence set forth in SEQ ID NO:7.

For example, a subject protease-binding agent can include
the same CDRs and framework regions (FRs) as the
sequences depicted in FIG. 2. In another embodiment, a sub-
ject antibody has a light or a heavy chain polypeptide
sequence as depicted in FIG. 2.

The CDRs and FRs of a subject antibody may be deter-
mined by methods routine in the art, as noted previously. In
one example, the CDRs and FRs are determined based on the
Kabat numbering system and are detailed as the following.
For the A11 light chain, CDR1 has amino acid sequence of
RASQSVSSSYLA (SEQ ID NO:16). CDR2 of the light
chain has amino acid sequence of GASTRAT (SEQ ID NO:
17). CDR3 of the light chain has an amino acid sequence of
QQRSNWPPGYT (SEQ ID NO: 18). For the All heavy
chain, CDR1 has an amino acid sequence of GFTFSSYAMS
(SEQIDNO:19). CDR2 of the heavy chain has an amino acid
sequence of AISGSGGSTY (SEQ ID NO:20). CDR3 of the
heavy chain has an amino acid sequence of DLGIAAR-
RFVSGAFDI (SEQ ID NO:10).

In another example, the CDRs of a subject antibody may be
the same as one or more CDRs of E2 light chain and the amino
acid sequences of the CDRs are as follows. CDR1 has amino
acid sequences of RASQGISSYLA (SEQIDNO: 21). CDR2
has amino acid sequences of AASSLQS (SEQ ID NO:22).
CDR3 has an amino acid sequence of QQHGNLPYT (SEQ
ID NO: 23). For the E2 heavy chain, CDR1 has amino acid
sequences of GFTFSSYAMS (SEQ ID NO: 24). CDR2 of the
light chain has amino acid sequences of AISGSGGSTY (SEQ
1D NO:25). In the case of CDR3 of the light chain, the amino
acid sequence is PYLTYPQRRGPQNVSPFDN (SEQ ID
NO: 12). The CDRs of heavy and light chains of A11 and E2
antibodies are summarized in the table below.

TABLE 2

Complementarity determining regions of

All and E2 according to the Kabat database.
All E2
Light Chain
CDR1 RASQSVSSSYLA RASQGISSYLA
(SEQ ID NO: 16) (SEQ ID NO: 21)
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TABLE 2-continued

Complementarity determining regions of
All and E2 according to the Kabat database.

All E2
CDR2 GASTRAT AASSLQS

(SEQ ID NO: 17) (SEQ ID NO: 22)
CDR3 OQRSNWPPGYT OQHGNLPYT

(SEQ ID NO: 18) (SEQ ID NO: 23)
Heavy Chain
CDR1 GFTFSSYAMS GFTFSSYAMS

(SEQ ID NO: 19) (SEQ ID NO: 24)
CDR2 AISGSGGSTY ATISGSGGSTY

(SEQ ID NO: 20) (SEQ ID NO: 25
CDR3 DLGIAARRFVSGAFDI PYLTYPQRRGPQNVSPFDN

(SEQ ID NO: 10); (SEQ ID NO: 12)

Examples of a protease-binding agent include those having
a light chain polypeptide comprising one or more CDRs
(CDR1, CDR2 or CDR3) of the variable region of an A1l
light chain polypeptide described above and a heavy chain
polypeptide comprising one or more CDRs (CDR1, CDR2, or
CDR3) of the variable region of the A11 heavy chain polypep-
tide described above. One to five amino acid residues in one
or more of the CDRs set forth above may be deleted, inserted,
or substituted in the subject protease-binding agent. Conser-
vative substitutions may also be present.

In certain embodiments, the heavy chain hypervariable
region of a subject antibody excludes the following
sequences:  GFTFSSYAMS (SEQ ID  NO:26),
GVTGSSYAMS (SEQ ID NO:27), AISGSGGSTYYADS-
VKG (SEQIDNO:28), AISSSGVNTHYADSVKG (SEQ ID
NO:29), AISSGGNTHYADSVKG (SEQ ID NO:30),
TASIALRGYYFDY (SEQ ID NO:31), and IASIATRGY-
FFNY (SEQ ID NO:32). In certain embodiments, the light
chain hypervariable region of a subject antibody excludes the
following sequences: RASQSVSSYLA (SEQ ID NO:33),
RASQTFGSSYLA (SEQ ID NO:34), RASQIFSSNSLA
(SEQ ID NO:35), GASSRAT (SEQ ID NO:36), and
QQYGSSPWT (SEQ ID NO:37).

A subject antibody may be presented as a monoclonal
antibody of various subclasses (e.g. IgG or IgM). The anti-
body may also be a humanized monoclonal antibody. Chi-
meric antibodies may also be provided, especially if the anti-
bodies are to be used in preventive or therapeutic
pharmaceutical preparations. Chimeric antibodies composed
of human and non-human amino acid sequences may be
formed from the mouse monoclonal antibody molecules to
reduce their immunogenicity in humans by standard tech-
niques known in the art. Antibodies of the present disclosure
encompass fragments that are capable of exhibiting immuno-
logical binding properties of the parent antibody molecule.
The fragments include, but are not limited to, Fab, Fab' and
F(ab"),, Fd, single-chain Fvs (scFv), single-chain immuno-
globulins (e.g., wherein a heavy chain, or portion thereof, and
light chain, or portion thereof, are fused), disulfide-linked Fvs
(sdFv), diabodies, triabodies, tetrabodies, scFv minibodies,
Fab minibodies, and dimeric scFv and any other fragments
comprising aV, and a V,,domain in a conformation such that
a specific antigen binding region is formed. Antibody frag-
ments, including single-chain antibodies, may comprise the
variable region(s) alone or in combination with the entire or
partial of the following: a heavy chain constant domain, or
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portion thereof, e.g., a CH1, CH2, CH3, transmembrane,
and/or cytoplasmic domain, on the heavy chain, and a light
chain constant domain, e.g., a Cy,,,,,, or Cy,,,p4, domain, or
portion thereof on the light chain. Also included in the inven-
tion are any combinations of variable region(s) and CHI,
CH2, CH3, C,p0s Crambaas transmembrane and cytoplasmic
domains. One or more fragments of the antibody may also be
provided as cyclized forms.

The present disclosure provides compositions comprising
a subject protease-binding agent. A subject composition can
comprise, in addition to a subject protease-binding agent, one
or more of: a salt, e.g., NaCl, MgCl, KCl, MgSQO,, etc.; a
buffering agent, e.g., a Tris buffer, N-(2-Hydroxyethyl)pip-
erazine-N'-(2-ethanesulfonic acid) (HEPES), 2-(N-Mor-
pholino)ethanesulfonic acid (MES), 2-(N-Morpholino)
ethanesulfonic acid sodium salt (MES), 3-(N-Morpholino)
propanesulfonic acid (MOPS), N-tris[Hydroxymethyl]-
methyl-3-aminopropanesulfonic acid (TAPS), etc; a
solubilizing agent; a detergent, e.g., a non-ionic detergent
such as Tween-20, etc.; a protease inhibitor; glycerol; and the
like.

The disclosure also provides agents (e.g. antibodies) that
are modified by conjugation to a moiety that can provide for
a desired characteristic (e.g., increase in serum half-life, anti-
cancer activity, etc.). Such antibody conjugates are exempli-
fied below.

The protease-binding agent, such as an antibody, may be
detectably labeled, either directly or indirectly. Labels
include radioisotopes (e.g., **°I; **S; **'In; **™Tc, and the
like); enzymes whose products generate a signal (e.g.,
luciferase, (-galactosidase, horse radish peroxidase, alkaline
phosphatase, and the like); fluorescent labels (e.g., fluores-
cein isothiocyanate, rhodamine, phycoerythrin, and the like);
fluorescence emitting metals, e.g., '>*Eu, or others of the
lanthanide series, attached to the antibody through metal
chelating groups such as EDTA; chemiluminescent com-
pounds, e.g., luminol, isoluminol, acridinium salts, and the
like; bioluminescent compounds, e.g., luciferin; fluorescent
proteins; and the like. Indirect labels include second antibod-
ies specific for a subject antibody, wherein the second anti-
body is labeled as described above; and members of specific
binding pairs, e.g., biotin-avidin, and the like.

Recombinant Antibody

A protease-binding agent may be recombinant. Where the
protease-binding agent is an antibody, the antibody may con-
tain a light or heavy chain that is encoded by a polynucleotide
having a nucleotide sequence that is at least 80% identical to
(e.g., at least 85%, at least 90%, at least 95%, at least 98%) to
a contiguous sequence of an A11 light or heavy chain-encod-
ing nucleic acid, SEQ IDNO:2 and NO:4, respectively, or that
of'an E2 light or heavy chain-encoding nucleic acid, SEQ ID
NO:6 and NO:8, respectively. The percentage identity is
based on the shorter of the sequences compared. Well known
programs such as BLASTN (2.0.8) (Altschul et al. (1997)
Nucl. Acids. Res. 25:3389-3402) using default parameters
and no filter may be employed to make a sequence compari-
son.

Methods for producing recombinant antibodies are known
in the art. For example, the nucleic acids encoding the anti-
body, oratleast a CDR of a heavy chain polypeptide or at least
a CDR of a light chain polypeptide, are introduced directly
into a host cell, and the cell incubated under conditions suf-
ficient to induce expression of the encoded antibody. The
recombinant antibody may be glycosylated by the endog-
enous glycosylase in the host cells, unglycosylated, or may
have an altered glycosylation pattern.
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Where the antibody is recombinant, the antibody may be
chimeric. Chimeric antibodies are immunoglobulin mol-
ecules comprising human and non-human portions. More
specifically, the antigen combining region (or variable
region) of a humanized chimeric antibody is derived from a
non-human source (e.g. murine), and the constant region of
the chimeric antibody (which confers biological effector
function to the immunoglobulin) is derived from a human
source. The chimeric antibody can have the antigen binding
specificity of the non-human antibody molecule and the
effector function conferred by the human antibody molecule.
A large number of methods of generating chimeric antibodies
are well known to those of skill in the art (see, e.g., U.S. Pat.
Nos. 5,502,167, 5,500,362, 5,491,088, 5,482,856, 5,472,693,
5,354,847, 5,292,867, 5,231,026, 5,204,244, 5,202,238,
5,169,939, 5,081,235, 5,075,431 and 4,975,369). An alterna-
tive approach is the generation of humanized antibodies by
linking the CDR regions of non-human antibodies to human
constant regions by recombinant DNA techniques. See
Queen et al., Proc. Natl. Acad. Sci. USA 86: 10029-10033
(1989) and WO 90/07861.

The invention contemplates recombinant fusion antibody
that is specific for a serine protease, in which the antibody is
modified to include a heterologous protein, i.e., is linked to a
polypeptide to that is not part of the All antibody. For
example, an A11 heavy chain polypeptide or A11 light chain
polypeptide may be joined to a reporter protein or to a protein
having a desired anti-cancer effect. The reporter protein may
be a fluorescent protein. The antibody may also be conjugated
to a second antibody (or at least an antigen-binding portion
thereof), e.g., an antibody that specifically binds an angio-
genic or proliferative factor, such as an antibody that is
directed against vascular enthothelial growth factor (VEGF),
which is key mediator of angiogenesis, where the antibody
targets the conjugate to specific cancer cells and the anti-
VEGF antibody inactivates VEGF thus inhibiting angiogen-
esis. Methods for producing a fusion protein of interest when
provided a nucleic acid sequence are well known in the art.

Humanized and Human Antibodies

A subject antibody includes humanized antibodies. Amino
acids may be substituted in the framework regions of a parent
non-human antibody to produce a modified antibody that is
less immunogenic in a human than the parent non-human
antibody. Antibodies can be humanized using a variety of
techniques known in the art including, for example, CDR-
grafting (EP 239,400; PCT publication WO 91/09967; U.S.
Pat. Nos. 5,225,539; 5,530,101; and 5,585,089), veneering or
resurfacing (EP 592.106; EP 519,596; Padlan, Molecular
Immunology 1991, 28:489-498; Studnicka et al., Protein
Engineering 1994, 7:805-814; Roguska. et al., 1994, PNAS
91:969-973), and chain shuffling (U.S. Pat. No. 5,565,332).
Framework substitutions are identified by modeling of the
interactions of the CDR and framework residues to identify
framework residues important for antigen binding and
sequence comparison to identify unusual framework residues
at particular positions (see, e.g., U.S. Pat. No. 5,585,089;
Riechmann etal., Nature 1988,332:323). Additional methods
for humanizing antibodies contemplated for use in the present
disclosure are described in U.S. Pat. Nos. 5,750,078; 5,502,
167;5,705,154, 5,770,403, 5,698,417, 5,693,493; 5,558,864,
4,935,496; and 4,816,567, and PCT publications WO
98/45331 and WO 98/45332. The antibody may also be
humanized according to the methods set forth in published
U.S. published patent application nos. 20040086979 and
20050033031. In view of the above, a subject antibody may
be humanized using methods that are well known in the art.
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The protease-binding agent may also be a fully human
antibody. Human antibodies are primarily composed of char-
acteristically human polypeptide sequences. A subject human
antibody can be produced by a wide variety of methods (see,
e.g., Larrick et al., U.S. Pat. No. 5,001,065). Human antibod-
ies can be produced initially in trioma cells (descended from
three cells, two human and one mouse). Genes encoding the
antibodies are then cloned and expressed in other cells, par-
ticularly non-human mammalian cells. The general approach
for producing human antibodies by trioma technology has
been described by Ostberg et al. Hybridoma 1983, 2: 361-
367, Ostberg, U.S. Pat. No. 4,634,664, and Engelman et al.,
U.S. Pat. No. 4,634,666. Triomas have been found to produce
antibody more stably than ordinary hybridomas made from
human cells.

Accordingly, the present disclosure contemplates a DNA
molecule comprising a nucleic acid sequence encoding an
antibody that binds to a protease (e.g. a nucleic acid encoding
Al1). An example of nucleic acid sequence encoding a heavy
chain of an antibody that binds to a protease includes SEQ ID
NO:4 and NO:8. An example of nucleic acid sequence encod-
ing a light chain of an antibody that binds to a serine protease
includes SEQ ID NO:2 and NO:6. The invention further con-
templates recombinant host cells containing an exogenous
polynucleotide encoding at least a CDR of a heavy chain
polypeptide or at least a CDR of a light chain polypeptide of
the subject antibody.

Polyethylene Glycol (PEG)-Modified Antibodies

A subject antibody may comprise one or more poly(ethyl-
ene glycol) (PEG) moieties. Such antibodies are referred to as
“PEGylated antibodies.” Antibodies contemplated herein
include PEGylated antibodies, e.g., PEGylated recombinant
antibodies that bind specifically to a protease. Methods and
reagents suitable for PEGylation of an antibody are well
known in the art. In general, PEG suitable for conjugation to
anantibody is generally soluble in water at room temperature,
and has the general formula R(O—CH,—CH,),0—R,
where R is hydrogen or a protective group such as an alkyl or
an alkanol group, and where n is an integer from 1 to 1000.
Where R is a protective group, it generally has from 1 to 8
carbons.

The PEG may have at least one hydroxyl group modified to
generate a functional group that is reactive with an amino
group, e.g., an epsilon amino group of a lysine residue, a free
amino group at the N-terminus of a polypeptide, or any other
amino group such as an amino group of asparagine,
glutamine, arginine, or histidine.

PEG may also be derivatized so that it is reactive with free
carboxyl groups in the antibody polypeptide. Suitable deriva-
tives of PEG that are reactive with the free carboxyl group at
the carboxyl-terminus of a heavy chain or light chain
polypeptide include, but are not limited to PEG-amine, and
hydrazine derivatives of PEG (e.g., PEG-NH—NH,).

Additional derivatives of PEG comprises a terminal thio-
carboxylic acid group, —COSH, which selectively reacts
with amino groups to generate amide derivatives. In other
embodiments, the PEG comprises a reactive ester such as an
N-hydroxy succinimidate at the end of the PEG chain. Such
an N-hydroxysuccinimidate-containing PEG molecule reacts
with select amino groups at particular pH conditions such as
neutral 6.5-7.5.

The PEG can be conjugated directly to an amino acid
residue of the antibody, or through a linker. In some embodi-
ments, a linker is added to an antibody polypeptide, forming
a linker-modified antibody polypeptide. Such linkers provide
various functionalities, e.g., reactive groups such sulthydryl,
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amino, or carboxyl groups to couple a PEG reagent to the
linker-modified antibody polypeptide.

The PEG may be conjugated to the antibody polypeptide is
linear. In other embodiments, the PEG conjugated to the
antibody polypeptide is branched. Branched PEG derivatives
such as those described in U.S. Pat. No. 5,643,575, “star-
PEG’s” and multi-armed PEG’s such as those described in
Shearwater Polymers, Inc. catalog “Polyethylene Glycol
Derivatives 1997-1998.” Star PEGs are described in the art
including, e.g., in U.S. Pat. No. 6,046,305.

Conjugates

The subject antibody may be conjugated to a second (non-
antibody) molecule. An antibody conjugated to a second mol-
ecule is referred to as an “antibody conjugate.” A subject
antibody conjugate may be useful for modifying the growth
of cells, particularly bacterial and cancer cells. The compo-
sitions encompasse aggregates of conjugates, as they are
readily taken up by cells.

A subject antibody conjugate retains the desired activity,
while exploiting properties of the second molecule of the
conjugate to impart an additional desired characteristic. For
example, a subject antibody can be conjugated to a second
molecule that aids in solubility, storage or other handling
properties, cell permeability, half-life, controls release and/or
distribution such as by targeting a particular cell (e.g., neu-
rons, leucocytes etc.) or cellular location (e.g., lysosome,
endosome, mitochondria etc.), tissue or other bodily location
(e.g., blood, neural tissue, particular organs etc.). Other
examples include the conjugation of a dye, fluorophore or
other detectable labels or reporter molecules for assays, track-
ing and the like. More specifically, a subject antibody can be
conjugated to a second molecule such as a peptide, polypep-
tide, dye, fluorophore, nucleic acid, carbohydrate, lipid and
the like (e.g., at either the reducing or non-reducing end), such
as the attachment of a lipid moiety, including N-fatty acyl
groups such as N-lauroyl, N-oleoyl, fatty amines such as
dodecyl amine, oleoyl amine, and the like (e.g., see U.S. Pat.
No. 6,638,513)).

The present disclosure further provides an antibody con-
jugate that comprises a moiety that modifies cellular uptake
relative to unconjugated material. The antibody conjugate
may exhibit increased cellular uptake relative to unconju-
gated material. In alternative embodiments, the conjugate
exhibits decreased cellular uptake relative to unconjugated
material. In this aspect, the efficiency of cellular uptake can be
increased or decreased by linking to peptides or proteins that
facilitate endocytosis. For example, a given antibody can be
linked to a ligand for a target receptor or large molecule that
is more easily engulfed by endocytotic mechanisms, such as
another antibody. The antibody or other ligand can then be
internalized by endocytosis and the payload released by acid
hydrolysis or enzymatic activity when the endocytotic vesicle
fuses with lysosomes. As such, the conjugate may be one that
increases endocytosis relative to unconjugated antibody. To
decrease cellular uptake, the conjugate can include a ligand
that retains the antibody on the surface of a cell, which can be
useful as a control for cellular uptake, or in some instances
decrease uptake in one cell type while increasing it in others.

Other features of a conjugated antibody may include one
where the conjugate reduces toxicity relative to unconjugated
antibody. Another feature is that the conjugate may target a
cancer cell more efficiently than an unconjugated material.
Additional examples include an antibody of the present dis-
closure conjugated with one or more molecules that comple-
ment, potentiate, enhance or can otherwise operate synergis-
tically in connection with the antibody of the present
disclosure. For instance, the antibody can optionally have
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attached an anti-cancer drug for delivery to a site of a cancer
or bacterial cell to further facilitate cell killing or clearance,
e.g., an anti-proliferation moiety (e.g., VEGF antagonist, e.g.,
an anti-VEGF antibody), a toxin (e.g., an anti-cancer toxin,
e.g., ricin, Pseudomonas exotoxin A, and the like), radionu-
clide (e.g. 90Y, 1311, 1771, 10B for boron neutron capture,
and the like), anti-cancer drugs (e.g. doxorubicin, calicheami-
cin, maytansinoid DM1, auristatin caupecitabine, S-fluorou-
ricil, leucovorin, irinotercan, and the like), and/or can option-
ally be modified to provide for improved pharmacokinetic
profile (e.g., by PEGylation, hyperglycosylation, and the
like).

Pharmaceutical Compositions

Also provided herein are pharmaceutical compositions
containing a subject protease-binding agent (e.g., a subject
antibody). A subject pharmaceutical composition can be pro-
vided in a pharmaceutically acceptable excipient, which can
be a solution such as an aqueous solution, often a saline
solution or they can be provided in powder form. A subject
composition may comprise other components, such as phar-
maceutical grades of mannitol, lactose, starch, magnesium
stearate, sodium saccharin, talcum, cellulose, glucose,
sucrose, magnesium, carbonate, and the like. The composi-
tions may contain pharmaceutically acceptable auxiliary sub-
stances as required to approximate physiological conditions
such as pH adjusting and buffering agents, toxicity adjusting
agents and the like, for example, sodium acetate, sodium
chloride, potassium chloride, calcium chloride, sodium lac-
tate and the like.

A subject protease-binding agent, e.g., in the form of a
pharmaceutically acceptable salt, can be formulated for oral,
topical or parenteral administration for use in the methods, as
described above. In certain embodiments, e.g., where an anti-
body is administered as a liquid injectable (such as in those
embodiments where they are administered intravenously or
directly into a tissue), an antibody formulation is provided as
a ready-to-use dosage form, or as a reconstitutable storage-
stable powder or liquid composed of pharmaceutically
acceptable carriers and excipients.

The concentration of a protease-binding agent in the phar-
maceutical formulations can vary from less than about 0.1%,
usually at or at least about 2% to as much as 20% to 50% or
more by weight, and will be selected primarily by fluid vol-
umes, viscosities, etc., in accordance with the particular mode
of administration selected and the patient’s needs. The result-
ing compositions may be in the form of a solution, suspen-
sion, tablet, pill, capsule, powder, gel, cream, lotion, oint-
ment, aerosol or the like.

Compositions of the present disclosure can include a thera-
peutically effective amount of a subject protease-binding
agent, as well as any other compatible components, as
needed. By “therapeutically effective amount™ is meant that
the administration of that amount to an individual, either in a
single dose, as part of a series of the same or different anti-
body or compositions, is effective to inhibit the growth of a
cancerous cell or a bacterial/viral infection in a subject. Such
therapeutically effective amount of a protease-binding agent
and its impact on cell growth or bacterial infection includes
cooperative and/or synergistic inhibition of cell growth in
conjunction with one or more other therapies (e.g., immuno-
therapy, chemotherapy, radiation therapy etc.) As noted
below, the therapeutically effective amount can be adjusted in
connection with dosing regimen and diagnostic analysis of
the subject’s condition (e.g., monitoring for the present or
absence of a cell surface epitopes using an antibody specific
for a serine protease) and the like.
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The amount of composition administered to an animal,
e.g., a human, in the context of the present disclosure should
be sufficient to effect a prophylactic or therapeutic response
in the animal over a reasonable time frame, and varies
depending upon the goal of the administration, the health and
physical condition of the individual to be treated, age, the
taxonomic group of individual to be treated (e.g., human,
non-human primate, primate, etc.), the degree of resolution
desired, the formulation of the antibody composition, the
treating clinician’s assessment of the medical situation, and
other relevant factors. One skilled in the art will also recog-
nize that dosage will depend on a variety of factors including
the strength of the particular compound employed, the con-
dition of the animal, and the body weight of the animal, as
well as the severity of the illness and the stage of the disease.
The size of the dose will also be determined by the existence,
nature, and extent of any adverse side-effects that might
accompany the administration of a particular compound.
Thus it is expected that the amount will fall in a relatively
broad range, but can nevertheless be routinely determined
through various features of the subject such as note above.

Also, suitable doses and dosage regimens can be deter-
mined by comparisons to anticancer or immunosuppressive
agents that are known to affect the desired growth inhibitory
or immunosuppressive response. Such dosages include dos-
ages which result in the low dose inhibition of cell growth,
without significant side effects. In proper doses and with
suitable administration of certain compounds, the com-
pounds of the present disclosure can provide for a wide range
of intracellular effects, e.g., from partial inhibition to essen-
tially complete inhibition of cell growth. Dosage treatment
may be a single dose schedule or a multiple dose schedule
(e.g., including ramp and maintenance doses). As indicated
below, a subject composition may be administered in con-
junction with other agents, and thus doses and regiments can
vary in this context as well to suit the needs of the subject.

Any of a wide variety of cancer therapies can be combined
in a composition with a subject protease-binding agent. For
example, agents used in chemotherapeutic treatment or bio-
logical response modifier treatment may be present in the
pharmaceutical composition comprising the antibody. Cer-
tain agents are discussed in more detail below.

Chemotherapeutic agents are non-peptidic (i.e., non-pro-
teinaceous) compounds that reduce proliferation of cancer
cells, and encompass cytotoxic agents and cytostatic agents.
Non-limiting examples of chemotherapeutic agents include
alkylating agents, nitrosoureas, antimetabolites, antitumor
antibiotics, plant (vinca) alkaloids, and steroid hormones.

Agents that act to reduce cellular proliferation are known in
the art and widely used. Such agents include alkylating
agents, such as nitrogen mustards, nitrosoureas, ethylenimine
derivatives, alkyl sulfonates, and triazenes, including, but not
limited to, mechlorethamine, cyclophosphamide (CY-
TOXAN™) melphalan (L-sarcolysin), carmustine (BCNU),
lomustine (CCNU), semustine (methyl-CCNU), streptozo-
cin, chlorozotocin, uracil mustard, chlormethine, ifosfamide,
chlorambucil, pipobroman, triethylenemelamine, triethyl-
enethiophosphoramine, busulfan, dacarbazine, and temozo-
lomide.

Antimetabolite agents include folic acid analogs, pyrimi-
dine analogs, purine analogs, and adenosine deaminase
inhibitors, including, but not limited to, cytarabine (CY-
TOSAR-U), cytosine arabinoside, fluorouracil (5-FU), floxu-
ridine (FudR), 6-thioguanine, 6-mercaptopurine (6-MP),
pentostatin, S-fluorouracil (5-FU), methotrexate, 10-propar-
gyl-5,8-dideazafolate (PDDF, CB3717), 5,8-dideazatetrahy-
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drofolic acid (DDATHF), leucovorin, fludarabine phosphate,
pentostatine, and gemcitabine.

Suitable natural products and their derivatives, (e.g., vinca
alkaloids, antitumor antibiotics, enzymes, lymphokines, and
epipodophyllotoxins), include, but are not limited to, Ara-C,
paclitaxel (TAXOL®), docetaxel (TAXOTERE®), deoxyco-
formycin, mitomycin-C, L-asparaginase, azathioprine; bre-
quinar; alkaloids, e.g. vincristine, vinblastine, vinorelbine,
vindesine, etc.; podophyllotoxins, e.g. etoposide, teniposide,
etc.; antibiotics, e.g. anthracycline, daunorubicin hydrochlo-
ride (daunomycin, rubidomycin, cerubidine), idarubicin,
doxorubicin, epirubicin and morpholino derivatives, etc.;
phenoxizone biscyclopeptides, e.g. dactinomycin; basic gly-
copeptides, e.g. bleomycin; anthraquinone glycosides, e.g.
plicamycin (mithramycin); anthracenediones, e.g. mitox-
antrone; azirinopyrrolo indolediones, e.g. mitomycin; mac-
rocyclic immunosuppressants, e.g. cyclosporine, FK-506
(tacrolimus, prograf), rapamycin, etc.; and the like.

Other anti-proliferative cytotoxic agents are navelbene,
CPT-11, anastrazole, letrazole, capecitabine, reloxafine,
cyclophosphamide, ifosamide, and droloxafine.

Microtubule affecting agents that have antiproliferative
activity are also suitable for use and include, but are not
limited to, allocolchicine (NSC 406042), Halichondrin B
(NSC 609395), colchicine (NSC 757), colchicine derivatives
(e.g., NSC 33410), dolstatin 10 (NSC 376128), maytansine
(NSC 153858), rhizoxin (NSC 332598), paclitaxel
(TAXOL®), TAXOL® derivatives, docetaxel (TAXO-
TERE®), thiocolchicine (NSC 361792), trityl cysterin, vin-
blastine sulfate, vincristine sulfate, natural and synthetic
epothilones including but not limited to, eopthilone A,
epothilone B, discodermolide; estramustine, nocodazole, and
the like.

Hormone modulators and steroids (including synthetic
analogs) that are suitable for use include, but are not limited
to, adrenocorticosteroids, e.g. prednisone, dexamethasone,
etc.; estrogens and pregestins, e.g. hydroxyprogesterone
caproate, medroxyprogesterone acetate, megestrol acetate,
estradiol, clomiphene, tamoxifen; etc.; and adrenocortical
suppressants, e.g. aminoglutethimide; 17a-ethinylestradiol;
diethylstilbestrol, testosterone, fluoxymesterone, dromo-
stanolone propionate, testolactone, methylprednisolone,
methyl-testosterone, prednisolone, triamcinolone, chlorot-
rianisene, hydroxyprogesterone, aminoglutethimide, estra-
mustine, medroxyprogesterone acetate, leuprolide, Fluta-
mide (Drogenil), Toremifene (Fareston), and ZOLADEX®.
Estrogens stimulate proliferation and differentiation; there-
fore compounds that bind to the estrogen receptor are used to
block this activity. Corticosteroids may inhibit T cell prolif-
eration.

Other chemotherapeutic agents include metal complexes,
e.g. cisplatin (cis-DDP), carboplatin, etc.; ureas, e.g. hydrox-
yurea; and hydrazines, e.g. N-methylhydrazine; epidophyllo-
toxin; a topoisomerase inhibitor; procarbazine; mitox-
antrone; leucovorin; tegafur; etc. Other anti-proliferative
agents of interest include immunosuppressants, e.g. myco-
phenolic acid, thalidomide, desoxyspergualin, azasporine,
leflunomide, mizoribine, azaspirane (SKF 105685);
IRESSA® (ZD 1839, 4-(3-chloro-4-fluorophenylamino)-7-
methoxy-6-(3-(4-morpholinyl)propoxy)quinazoline); etc.

“Taxanes” include paclitaxel, as well as any active taxane
derivative or pro-drug. “Paclitaxel” (which should be under-
stood herein to include analogues, formulations, and deriva-
tives such as, for example, docetaxel, TAXOL™, TAXO-
TERE™ (a formulation of docetaxel), 10-desacetyl analogs
of paclitaxel and 3'N-desbenzoyl-3'N-t-butoxycarbonyl ana-
logs of paclitaxel) may be readily prepared utilizing tech-
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niques known to those skilled in the art (see also WO
94/07882, WO 94/07881, WO 94/07880, WO 94/07876, WO
93/23555, WO 93/10076; U.S. Pat. Nos. 5,294,637, 5,283,
253,5,279,949, 5,274,137, 5,202,448, 5,200,534 5,229,529,
and EP 590,267), or obtained from a variety of commercial
sources, including for example, Sigma Chemical Co., St.
Louis, Mo. (T7402 from Taxus brevifolia; or T-1912 from
Taxus yannanensis).

Paclitaxel should be understood to refer to not only the
common chemically available form of paclitaxel, but analogs
and derivatives (e.g., TAXOTERE™ docetaxel, as noted
above) and paclitaxel conjugates (e.g., paclitaxel-PEG, pacli-
taxel-dextran, or paclitaxel-xylose).

Also included within the term “taxane” are a variety of
known derivatives, including both hydrophilic derivatives,
and hydrophobic derivatives. Taxane derivatives include, but
not limited to, galactose and mannose derivatives described in
International Patent Application No. WO 99/18113; piper-
azino and other derivatives described in WO 99/142009; tax-
ane derivatives described in WO 99/09021, WO 98/22451,
and U.S. Pat. No. 5,869,680, 6-thio derivatives described in
WO 98/28288; sulfenamide derivatives described in U.S. Pat.
No. 5,821,263 and taxol derivative described in U.S. Pat. No.
5,415,869. It further includes prodrugs of paclitaxel includ-
ing, but not limited to, those described in WO 98/58927; WO
98/13059; and U.S. Pat. No. 5,824,701.

Antibody which finds use in the present disclosure is not
limited to those with appropriate specificity and antigenicity
in order to affect growth of a cancer or bacterial cell. As such,
antibody with such specificity aid in achieving the intended
end result of modifying cellular proliferation of a cancer cell
orabacterial cell while minimizing unwanted side effects and
toxicity in accordance with the methods. Put differently, the
antibody employed need not be identical to those disclosed in
the Examples section below, so long as the antibody is able to
elicit a response against and/or inhibit growth of a cancerous
cell or a bacterial cell. Thus, one of skill will recognize that a
number of antibody derivatives, can be made without sub-
stantially affecting the activity of the antibody. This includes
compositions of pharmaceutically acceptable salts (e.g.,
hydrochloride, sulfate salts), solvates (e.g., mixed ionic salts,
water, organics), hydrates (e.g., water).

Methods of Production

As discussed above, the present disclosure provides bind-
ing agents (e.g., antibodies) that bind to a protease (e.g.
trypsin-like serine protease). A subject protease-binding
agent is highly specific for binding and inhibiting a specific
protease. Exemplary methods of making a subject protease-
binding agent are presented below.

Antibodies can be prepared using a wide variety of tech-
niques known in the art including the use of hybridoma,
recombinant, and phage display technologies, or a combina-
tion thereof. For example, antibody may be made and isolated
using methods of phage display. The antibody may also be
isolated from sera of an animal host immunized with an
immunogenic composition comprising a serine protease pro-
tein, which encompasses whole proteins and fragments
thereof. Exemplary antibodies include an isolated antibody
capable of binding to an S1 pocket of trypsin-like serine
protease (e.g. All).

The antigen that coats the wells for phage display panning
or the immunogenic composition used to elicit the antibody
of'the present disclosure may comprise an aggregate of one or
more antigens. The method may involve exposing antigens to
an aggregating condition so as to form an aggregate. Thus the
methods of production described above may further include a
step of forming an aggregate of the isolated antigens.
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Examples of the aggregating conditions include heating,
addition of an excipient that facilitates aggregation, and the
like.

Antigens used to coat the wells for phage panning or to
elicit antibodies of the present disclosure may be conjugated
to another molecule. For example, the antigen can be conju-
gated to a second molecule such as a peptide, polypeptide,
lipid, carbohydrate and the like that aids in solubility, storage
or other handling properties, cell permeability, half-life, con-
trols release and/or distribution such as by targeting a particu-
lar cell (e.g., neurons, leucocytes etc.) or cellular location
(e.g., lysosome, endosome, mitochondria etc.), tissue or other
bodily location (e.g., blood, neural tissue, particular organs
etc.).

A particular embodiment of an antigen conjugated to a
second molecule is where the second molecule is an immu-
nomodulator. “Immunomodulator” is a molecule that directly
orindirectly modifies an immune response. A specific class of
immunomodulators includes those that stimulate or aid in the
stimulation of an immunological response. Examples include
antigens and antigen carriers such as a toxin or derivative
thereof, including tetanus toxoid.

Phage Display

Phage display is used for the high-throughput screening of
protein interactions. Phages may be utilized to display anti-
gen-binding domains expressed from a repertoire or combi-
natorial antibody library (e.g., human or murine). Phage
expressing an antigen binding domain that binds the protease
of interest can be selected or identified with the protease of
interest, e.g., using labeled serine protease or serine protease
bound or captured to a solid surface or bead. Phage used in
these methods are typically filamentous phage including fd
and M13 binding domains expressed from phage with Fab, Fv
(individual Fv region from light or heavy chains) or disulfide
stabilized Fv antibody domains recombinantly fused to either
the phage gene III or gene VIII protein. Exemplary methods
are set forth, for example, in EP 368 684 B1; U.S. Pat. No.
5,969,108, Hoogenboom, H. R. and Chames, Immunol. Today
2000, 21:371; Nagy et al. Nat. Med. 2002, 8:801; Huie et al.,
Proc. Natl. Acad. Sci. USA 2001, 98:2682; Lui et al., J. Mol.
Biol. 2002,315:1063, each of which is incorporated herein by
reference. Several publications (e.g., Marks et al., Bio/Tech-
nology 1992, 10:779-783) have described the production of
high affinity human antibodies by chain shuffling, as well as
combinatorial infection and in vivo recombination as a strat-
egy for constructing large phage libraries. In another embodi-
ment, ribosomal display can be used to replace bacteriophage
as the display platform (see, e.g., Hanes et al., Nat. Biotech-
nol. 2000, 18:1287; Wilson et al., Proc. Natl. Acad. Sci. USA
2001, 98:3750; or Irving et al., J. Immunol. Methods 2001,
248:31). Cell surface libraries may be screened for antibodies
(Boder et al., Proc. Natl. Acad. Sci. USA 2000, 97:10701;
Daugherty et al., J. Immunol. Methods 2000, 243:211). Such
procedures provide alternatives to traditional hybridoma
techniques for the isolation and subsequent cloning of mono-
clonal antibodies. See methods and materials in Example
section below.

Inphage display methods, functional antibody domains are
displayed on the surface of phage particles which carry the
polynucleotide sequences encoding them. For example, DNA
sequences encoding heavy chain variable (VH) and light
chain variable (VL) regions are amplified or otherwise iso-
lated from animal cDNA libraries (e.g., human or murine
c¢DNA libraries of lymphoid tissues) or synthetic cDNA
libraries. The DNA encoding the VH and VL regions may be
joined together by an scFv linker by PCR and cloned into a
phagemid vector (e.g., p CANTAB 6 or pComb 3 HSS). The
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vector is electroporated in E. coli and the E. coli is infected
with helper phage. The VH or VL regions are usually recom-
binantly fused to either the phage gene III or gene VIII. Phage
expressing an antigen binding domain that binds to an antigen
ofinterest (i.e., a serine protease) can be selected or identified
with antigen, e.g., using labeled antigen or antigen bound or
captured to a solid surface or bead.

Additional examples of phage display methods that can be
used to make the antibodies include those disclosed in PCT
Application No. PCT/GB91/01134; PCT publications WO
90/02809; WO 91/10737; WO 92/01047; WO 92/18619; WO
93/11236; WO 95/15982; WO 95/20401; and U.S. Pat. Nos.
5,698,426, 5,223,409; 5,403,484; 5,580,717, 5,427,908,
5,750,753; 5,821,047, 5,571,698; 5,427,908; 5,516,637,
5,780,225; 5,658,727; 5,733,743 and 5,969,108; each of
which is incorporated herein by reference in its entirety.

As described in the references listed above, after phage
selection, the antibody coding regions from the phage can be
isolated and used to generate whole antibodies, including
human antibodies, or any other desired antigen binding frag-
ment, and expressed in any desired host, including mamma-
lian cells, insect cells, plant cells, yeast, and bacteria. For
example, techniques to recombinantly produce Fab, Fab' and
F(ab").sub.2 fragments can also be employed using methods
known in the art such as those disclosed in PCT publication
WO 92/22324; Mullinax et al., BioTechniques 1992, 12:864-
869; and Sawai et al., AJRI 1995, 34:26-34; and Better et al.,
Science 1988, 240:1041-1043 (said references incorporated
by reference in their entireties).

Immunization and Antibody Production

The method of eliciting antibodies in a host animal
involves administering an effective amount of serine protease
as antigens described above to the host animal (i.e., a suitable
mammal such as a mouse, rabbit or guinea pig, or a suitable
avian, such as a chicken) to elicit production of an antibody
that specifically binds and inhibit a serine protease. Methods
of immunizing animal, including the adjuvants used, booster
schedules, sites of injection, suitable animals, etc. are well
understood in the art, e.g., Harlow et al. (Antibodies: A Labo-
ratory Manual, First Edition (1988) Cold spring Harbor,
N.Y.), and administration of living cells to animals has been
described for several mammals and birds, e.g., McKenzie et al
(Oncogene 4:543-8, 1989), Scuderi et al (Med. Oncol. Tumor
Pharmacother 2:233-42, 1985), Roth et al (Surgery 96:264-
72, 1984) and Drebin et al (Nature 312:545-8, 1984). Next, a
population of antibody producing cells is generated. In one
embodiment, the population of cells is produced using hybri-
doma methods that well known to one of skill in the art (see,
e.g., Harlow Antibodies: A Laboratory Manual, First Edition
(1988) Cold Spring Harbor, N.Y.). Cells are fused to immor-
talized cells, such as myeloma cells or transformed cells,
which are capable of replicating indefinitely in cell culture,
thereby producing an immortal, immunoglobulin-secreting
cell line. The immortal cell line utilized can be selected to be
deficient in enzymes necessary for the utilization of certain
nutrients. Many such cell lines (such as myelomas) are known
to those skilled in the art, and include, for example: thymidine
kinase (TK) or hypoxanthine-guanine phosphoriboxyl trans-
ferase (HGPRT). These deficiencies allow selection for fused
cells according to their ability to grow on, for example,
hypoxanthine aminopterinthymidine medium (HAT). In
alternative embodiments, populations of cells expressing
monoclonal antibodies may be made using phage display
methods.

Anti-protease antibodies, including antigen binding frag-
ments of anti-protease antibodies, may also be produced by
genetic engineering. In this technique, as with the standard
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hybridoma procedure, antibody-producing cells are sensi-
tized to the desired antigen or immunogen. The messenger
RNA isolated from the immune spleen cells or hybridomas is
used as a template to make cDNA using PCR amplification. A
library of vectors, each containing one heavy chain gene and
one light chain gene retaining the initial antigen specificity, is
produced by insertion of appropriate sections of the amplified
immunoglobulin cDNA into the expression vectors. A com-
binatorial library can be constructed by combining the heavy
chain gene library with the light chain gene library. This
results in a library of clones which co-express a heavy and
light chain (resembling the Fab fragment or antigen binding
fragment of an antibody molecule). The vectors that carry
these genes are co-transfected into a host (e.g. bacteria, insect
cells, mammalian cells, or other suitable protein production
host cell). When antibody gene synthesis is induced in the
transfected host, the heavy and light chain proteins self-as-
semble to produce active antibodies that can be detected by
screening with the antigen or immunogen.

Phage Panning and Screening

Once the population of antibody-producing cells or phages
is produced, the antibodies are screened using one or a com-
bination of a variety of assays. In general, these assays are
functional assays, and may be grouped as follows: assays that
detect an antibody’s binding affinity or specificity, and assays
that detect the ability of an antibody to initialize or inhibit a
process.

For example, the antigen is coupled to beads or wells or
other solid support and incubated with phage displaying the
antibody of interest. After washings, bound phage is then
recovered by inoculation of log phase E. coli cells. The cells
are grown and expanded with helper phage. Steps are
repeated for the amplification of tightly bound phages. The
phage-infected E. coli colonies after several round of enrich-
ment are harvested and Fab antibodies are purified from the
periplasmic fractions. The purified antibodies are then ana-
lyzed in accordance with methods known in the art. Certain
exemplary examples are detailed below.

The population of antibody isolated from phage-infected
cells or hybridomas is further analyzed and/or screened for
binding to a single antigen (i.e., antigens that are not mixed
with other antigens of the plurality of antigens) of the plural-
ity of antigens in vitro or in situ (e.g. on cells). Immunospe-
cific binding may be carried out according to methods routine
and known in the art. The immunoassays which can be used
include, but are not limited to, competitive and non-competi-
tive assay systems using techniques such as western blots,
radioimmunoassays, ELISA (enzyme linked immunosorbent
assay), “sandwich” immunoassays, immunoprecipitation
assays, precipitin reactions, gel diffusion precipitin reactions,
immunodiffusion assays, agglutination assays, complement-
fixation assays, immunoradiometric assays, fluorescent
immunoassays, and protein A immunoassays, to name but a
few. See, e.g., Ausubel et al, eds, 1994, Current Protocols in
Molecular Biology, Vol. 1, John Wiley & Sons, Inc., New
York, which is incorporated by reference herein in its entirety.

In addition to binding assays, the cells and antibodies may
be screened based on the ability of the antibody in the super-
natant to perform a specific function (e.g., activate comple-
ment deposition on cells).

Antibodies of the present disclosure may also be screened
in vivo. The method involves administering a subject anti-
body to an animal model for a disease or condition and deter-
mining the effect of the antibody on the disease or condition
of the model animal. In vivo assays of the invention include
controls, where suitable controls include a sample in the
absence of the antibody. Generally, a plurality of assay mix-
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tures is run in parallel with different antibody concentrations
to obtain a differential response to the various concentrations.
Typically, one of these concentrations serves as a negative
control, 1.e., at zero concentration or below the level of detec-
tion.

A monoclonal antibody of interest is one that modulates,
i.e., reduces or increases a symptom of the animal model
disease or condition by at least about 10%, at least about 20%,
at least about 25%, at least about 30%, at least about 35%, at
least about 40%, at least about 45%, at least about 50%, at
least about 55%, at least about 60%, at least about 65%, at
least about 70%, at least about 80%, at least about 90%, or
more, when compared to a control in the absence of the
antibody. In general, a monoclonal antibody of interest will
cause a subject animal to be more similar to an equivalent
animal that is not suffering from the disease or condition.
Antibodies that have therapeutic value that have been identi-
fied using the methods and compositions of the invention are
termed “therapeutic” antibodies.

Selected monoclonal antibodies of interest can be
expanded in vitro, using routine tissue culture methods, or in
vivo, using mammalian subjects. For example, pristane-
primed mice can be inoculated with log phase hybridoma
cells in PBS for ascites production. Ascites fluid can be stored
at =70° C. prior to further purification.

Production of Isolated Antibodies

Once obtained, the antibody can be isolated and, where
desired, purified, for use in the assays and therapies disclosed
herein. Examples of techniques which can be used to produce
single-chain Fvs and antibodies include those described in
U.S. Pat. Nos. 4,946,778 and 5,258,498 Huston et al., Meth-
ods in Enzymology 1991, 203:46-88; and Skerra et al., Sci-
ence 1988, 240:1038-1040 (1988). Antibodies can be human-
ized using a variety of techniques known in the art including,
for example, CDR-grafting (EP 239,400; PCT publication
WO 91/09967; U.S. Pat. Nos. 5,225,539; 5,530,101; and
5,585,089), veneering or resurfacing (EP 592,106; EP 519,
596; Padlan, Molecular Immunology 1991, 28:489-498;
Studnicka et al., Protein Engineering 1994, 7:805-814;
Roguska. et al., PNAS 1994, 91:969-973), and chain shuffling
(U.S. Pat. No. 5,565,332). Isolation and purification of anti-
bodies can be accomplished using these and other techniques
known in the art, and can provide for antibody-containing
preparations at least 50% to 60%, by weight, free from
organic molecules with which the antibody is naturally asso-
ciated or with which it is associated during manufacture.
Antibody preparations include those that contain antibody in
an amount of at least 75%, more usually at least 90%, and
generally at least 99%, by weight. See methods and material
in Example section below.

According to the methods described above, in one embodi-
ment, the isolated antibody of the present disclosure is pro-
duced by a phage display method where MT-SP1 is the anti-
gen used in phage panning. Given the know amino acid
sequence, nucleic acid coding sequence may be inferred. The
antibody may then be produced using recombinant methods
in a bacteria or mammalian tissue culture directed toward
high level of protein production. See Example 2 for detail.

Nucleic Acid Encoding the Antibody

Cell expressing a monoclonal antibody of interest contains
the immunoglobulin heavy and light chain-encoding expres-
sion cassettes. As such, the nucleic acids encoding the mono-
clonal antibody of interest may be identified. Accordingly, the
subject nucleic acids may be identified by a variety of meth-
ods known to one of skill in the art. Similar methods are used
to identify host cell cultures in monoclonal antibody produc-
tion using hybridoma technology (Harlow et al., Antibodies:
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A Laboratory Manual, First Edition (1988) Cold spring Har-
bor, N.Y.), and rely on an “addressable” host cell and an
“addressable” monoclonal antibody, such that once a mono-
clonal antibody of interest is identified, a host cell address
may be determined and the nucleic acid encoding the anti-
body of interested isolated from the cell.

The nucleic acids encoding a monoclonal antibody of
interest may be recovered, characterized and manipulated
from a cell expressing the antibody using techniques familiar
to one of skill in the art (Ausubel, et al, Short Protocols in
Molecular Biology, 3rd ed., Wiley & Sons, (1995) and Sam-
brook, et al, Molecular Cloning: A Laboratory Manual, Third
Edition, (2001) Cold Spring Harbor, N.Y.).

For example, a monoclonal antibody produced in the
method described above has a CDR polypeptide sequence
selected from a CDR polypeptide sequence depicted in FIG.
2. In another embodiment, the monoclonal antibody has a
light and heavy chain complementarity determining region
(CDR) polypeptide sequence as depicted in FIG. 2.
Methods of Screening

A screening method provided by the present disclosure
may involve the use of a phage library to screen for a protease-
binding agent. The binding agent may be selected for its
potent inhibition of a protease of interest and/or its specific
binding affinity. The method may be executed according to
the phage display method described above.

Briefly, the protease of interest (e.g. a P1-Arg-specific pro-
tease) may be immobilized on an ELISA plate or on beads
through a covalent or non-covalent interaction, such as hydro-
phobic adsorption, biotin-avidin interaction, and Ni**-6xHis
interaction. The phage library is then incubated with the
immobilized antigen/protease, washed, and recovered. Dur-
ing panning and selection, the bound phage is recovered and
amplified in E. coli. Multiple successive selection rounds
ensure a selection of a phage displaying a polypeptide that
acts as a binding agent or inhibiting agent specific for the
protease of interest. The stringency of the washes increases
over a number of rounds (e.g. three). Many techniques well
known in the art may be employed to increase the specificity
of the recovered phage. Examples include increased wash
times, increased detergent concentrations, increased salt con-
centrations, and inclusion of known macromolecular inhibi-
tors (e.g. BPTI, Ecotin, and/or previously identified antibody
inhibitors). Identification of inhibitory antibodies may
include ELISAs and inhibition assays. Details on the assays
to be performed in the method for selecting and isolating a
polypeptide that can act as a protease-binding agent are dis-
cussed above.

Proteases of interest that may be used to screen for poten-
tial protease-binding agent include the protease targets
described previously. Exemplary proteases include but not
limited to chymotrypsin-fold serine proteases or P1-Arg-spe-
cific proteases (e.g. Kallikrein-2, Kallikrein-6, HGFA, trans-
membrane protein serine 2 (TMPRSS2), urokinase-type plas-
minogen activator (uPA), tissue kinase plasminogen activator
(tPA), etc.).

A population candidate protease binding agents that are
used in the screening methods may be engineered so that each
contains the inhibitor and specificity features described
above. For example, certain parts of the protease binding
agent may be held constant (e.g. P1-like loop, CDR3 of the
heavychain hypervariable region) while others may be ran-
domized (specificity features) for specificity. The Pl-like
loop found in the heavy chain hypervariable region may also
be maintained or modified according to the type of protease
for which the candidate agent is designed.
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Also contemplated by the present disclosure is a library of
nucleic acid constructs encoding the candidate protease bind-
ing agents described herein. The library encodes a plurality of
candidate protease binding agents that may have one or more
polypeptide regions in common (e.g. a heavy chain CDR3)
and at least one other polypeptide region that varies among
the population. One variation may be the length of the hyper-
variable loop for a desired orientation to allow for surface
loop contacts. The length of the loop may be varied by no
more than 5, 3, 2, or 1 residue relative to the P1-like loop of
the A1l antibody. The length may be changed by adding or
deleting amino acid residues starting at the N-terminus, C-ter-
minus or at both terminus of the loop. The candidate binding
agents may be engineered to have a hypervariable loop com-
prising one of the amino acid sequences discussed above for
the P1-like loop that is inserted into the S1-pocket of a pro-
tease when complexed with the protease, such as GIAARRF
(SEQIDNO: 9), DLGIAARRFVSGAFDI (SEQID NO: 10),
PQRRGP (SEQ ID NO: 11), PXRRGP, in which x stands for
any amino acid residue, or PYLTYPQRRGPQNVSPFDN
(SEQ ID NO: 12). Candidates containing these exemplary
hypervariable regions may be encoded by the library of
nucleic acid constructs. These amino acid sequences encoded
by the nucleic acids may be modified such that the double
arginines are substituted with double methionines. The amino
acid sequences listed here can also contain conservative
amino acid substitutions for one or more of the amino acid
residues.

Diagnostics Methods

The present disclosure provides a method of detecting a
protease in a biological sample in situ or isolated from a
subject. The methods are useful to both diagnostic and prog-
nostic purposes. A subject method generally involves contact-
ing a sample comprising a cell with a subject protease binding
agent; and detecting binding of a subject protease-binding
agent to a cell inthe sample. The cell can be in vitro, where the
cell is in a biological sample obtained from a subject sus-
pected for having cancer cells, a subject suspected of having
cells infected with a pathogen, a subject undergoing treat-
ment, or a subject being tested for susceptibility to treatment.
The cell can be in vivo, e.g., the cell is in a subject suspected
for having cancer cells, a subject suspected of having cells
infected with a pathogen, a subject undergoing treatment, or
a subject being tested for susceptibility to treatment.

Antibodies reactive with a specific protease (e.g. a serine
protease) can be used to detect the protease in a biological
sample of a subject having or suspected of having cancerous
cells or pathogens using anti-protease antibodies in immuno-
diagnostic techniques. The present disclosure provides addi-
tional antibodies suitable for the purpose of detection of can-
cer cells given their ability to recognize and bind an active
protease commonly found on both cancer cells (e.g. active
MT-SP1). Such diagnostics can be useful to identify patients
amenable to the therapies disclosed herein, and/or to monitor
response to therapy. Further, such antibodies can have or be
selected to have antigen-binding properties such that the anti-
bodies exhibit little or no detectable binding to non-active
serine proteases or different types of serine proteases, thereby
providing for decreased risk of false positive results.

Suitable immunodiagnostic techniques include, but are not
necessarily limited to, both in vitro and in vivo (imaging)
methods. The phrase “in vivo imaging” as used herein refers
to methods of detecting the presence of a protein (e.g. detect-
ably labeled A11) in whole, live mammal. Optically detect-
able proteins such as fluorescent antibodies and luciferases-
conjugated antibodies may be detected by in vivo imaging.
Methods for using luciferases for real-time imaging of
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luciferase expression in live animals can be readily adapted
for use in the subject methods disclosed herein (e.g., Greer L
F et al., Luminescence 2002, 17: 43-74). In vivo imaging of
fluorescent proteins in live animals is described in, e.g., Hoft-
man, Cell Death and Differentiation 2002, 9:786-789. See
Example 13 for details. In vivo imaging may be used to
provide 2-D as well as 3-D images of a mammal. Radiola-
beled antibodies, for example, may be administered to a sub-
ject and the subject imaged with a gamma camera. Charge-
coupled device cameras, CMOS, or 3D tomographers may
used to carry out in vivo imaging. For example, Burdette J E
Journal of Mol. Endocrin., 40: 253-261, 2008, reviews uti-
lizing computed tomography, magnetic resonance imaging,
ultrasonography, positron emission tomography, single-pho-
ton emission computed tomography (SPECT), etc., for in
vivo imaging. SPECT can also be used with an integrated
x-ray CAT (CT) scanner (SPECT/CT) in the subject methods.
The information from many in vivo imaging methods as those
described above can provide 3D distribution of the antibodies
in the subject. See Example 16 for more detail.

Where the methods are in vitro, the biological sample can
be any sample in which an active protease may be present,
including but not limited to, blood samples (including whole
blood, serum, etc.), tissues, whole cells (e.g., intact cells), and
tissue or cell extracts. For example, the assay can involve
detection of a protease on cells in a histological tissue sample.
For example, the tissue sample may be fixed (e.g., by formalin
treatment) and may be provided embedded in a support (e.g.,
in paraffin) or frozen unfixed tissue.

Assays can take a wide variety of forms, such as competi-
tion, direct reaction, or sandwich type assays. Exemplary
assays include Western blots; agglutination tests; enzyme-
labeled and mediated immunoassays, such as enzyme-linked
immunosorbent assays (ELISAs); biotin/avidin type assays;
radioimmunoassays; immunoelectrophoresis; immunopre-
cipitation, and the like. The reactions generally include
detectable labels such as fluorescent, chemiluminescent,
radioactive, enzymatic labels or dye molecules, or other
methods for detecting the formation of a complex between
antigen in the sample and the antibody or antibodies reacted
therewith.

The assays can involve separation of unbound antibody in
a liquid phase from a solid phase support to which antigen-
antibody complexes are bound. Solid supports which can be
used include substrates such as nitrocellulose (e.g., in mem-
brane or microtiter well form); polyvinylchloride (e.g., sheets
or microtiter wells); polystyrene latex (e.g., beads or micro-
titer plates); polyvinylidine fluoride; diazotized paper; nylon
membranes; activated beads, magnetically responsive beads,
and the like.

Where a solid support is used, the solid support is usually
first reacted with a solid phase component (e.g., an anti-serine
protease antibody) under suitable binding conditions such
that the component is sufficiently immobilized to the support.
Sometimes, immobilization to the support can be enhanced
by first coupling the antibody to a protein with better binding
properties, or that provides for immobilization of the anti-
body on the support with out significant loss of antibody
binding activity or specificity. Suitable coupling proteins
include, but are not limited to, macromolecules such as serum
albumins including bovine serum albumin (BSA), keyhole
limpet hemocyanin, immunoglobulin molecules, thyroglobu-
lin, ovalbumin, and other proteins well known to those skilled
in the art. Other molecules that can be used to bind antibodies
to a support include polysaccharides, polylactic acids, polyg-
lycolic acids, polymeric amino acids, amino acid copoly-
mers, and the like, with the proviso that the molecule used to
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immobilize the antibody does not adversely impact the ability
of the antibody to specifically bind antigen. Such molecules
and methods of coupling these molecules to the antibodies,
are well known to those of ordinary skill in the art. See, e.g.,
Brinkley, M. A. Bioconjugate Chem. (1992) 3:2-13; Hashida
etal., J. Appl. Biochem. (1984) 6:56-63; and Anjaneyulu and
Staros, International J. of Peptide and Protein Res. (1987)
30:117-124.

After reacting the solid support with the solid phase com-
ponent, any non-immobilized solid-phase components are
removed from the support by washing, and the support-bound
component is then contacted with a biological sample sus-
pected of containing a serin protease under suitable binding
conditions. After washing to remove any non-bound ligand, a
secondary binder moiety is added under suitable binding
conditions, wherein the secondary binder is capable of asso-
ciating selectively with the bound ligand. The presence or
absence of the secondary binder can then be detected using
techniques well known in the art.

An ELISA method can be used, wherein the wells of a
microtiter plate are coated with a subject anti-protease anti-
body. A biological sample containing or suspected of con-
taining a protease (e.g., a tumor cell expressing active MT-
SP1), is then added to the coated wells. After a period of
incubation sufficient to allow antibody binding, the plate(s)
can be washed to remove unbound moieties and a detectably
labeled secondary binding molecule added. The secondary
binding molecule is allowed to react with any captured anti-
gen, the plate washed and the presence or absence of the
secondary binding molecule detected using methods well
known in the art.

Where desired, the presence or absence of bound serine
protease from a biological sample can be readily detected
using a secondary binder comprising an antibody directed
against the antibody ligands. For example, a number of anti-
bovine immunoglobulin (Ig) molecules are known in the art
which can be readily conjugated to a detectable enzyme label,
such as horseradish peroxidase, alkaline phosphatase or ure-
ase, using methods known to those of skill in the art. An
appropriate enzyme substrate is then used to generate a
detectable signal. In other related embodiments, competitive-
type ELISA techniques can be practiced using methods
known to those skilled in the art.

Assays can also be conducted in solution, such that the
antibodies and serine protease form complexes under precipi-
tating conditions. For example, the antibody can be attached
to a solid phase particle (e.g., an agarose bead or the like)
using coupling techniques known in the art, such as by direct
chemical or indirect coupling. The antibody-coated particle is
then contacted under suitable binding conditions with a bio-
logical sample suspected of containing a serine protease to
provide for formation of particle-antibody-serine protease
complex aggregates which can be precipitated and separated
from the sample using washing and/or centrifugation. The
reaction mixture can be analyzed to determine the presence or
absence of antibody-antigen complexes using any of a num-
ber of standard methods, such as those immunodiagnostic
methods described above.

The test sample used in the diagnostics assays can be any
sample in which a serine protease may be present, including
but not limited to, blood samples (including whole blood,
serum, etc.), tissues, whole cells (e.g., intact cells), and tissue
or cell extracts containing cells (e.g., tissue, isolated cells,
etc.), a cell lysate (i.e., a sample containing non-intact cells),
where each type of sample can contain elements of both types
(e.g., a sample of cells can contain cell lysates, and vice
versa). In some embodiments, particularly as in embodiments
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involving detection of cancer cells, it may be desirable to
conduct the assay using a sample from the subject to be
diagnosed that contains intact, living cells. Serine protease
detection can then be assessed on an extracellular surface of
the cells, and can further be assessed during cell division.

Diagnostic assays can also be conducted in situ. For
example, anti-serine protease antibodies can be detectably
labeled, administered to a subject suspected of having a can-
cer characterized by cell surface expression of a serine pro-
tease, and bound detectably labeled antibody detected using
imaging methods available in the art.

The diagnostic assays described herein can be used to
determine whether a subject has a cancer that is more or less
amenable to therapy using antibody-based therapy, as well as
monitor the progress of treatment in a subject. It also may be
used to assess the course of other combination therapies (e.g.,
anti-serine protease antibody therapy as described in (U.S.
Ser. No. 11/645,255 and PCT Application No. US2006/
048850; incorporated herein by reference). Thus, the diag-
nostic assays can inform selection of therapy and treatment
regimen by a clinician.

The protease of interest can be detected by detection of
specific binding of an antibody, e.g., a monoclonal antibody
(mAD) that has the antigen-binding specificity of A11 or E2.
In this embodiment, the Al1-reactive antigen or E2-reactive
antigen may be present on the cell surface at any stage of the
cell cycle, including during cell division. Of note is that in
some instances, cancers that present the antigen during cell
division may present a lower or no detectable level of the
antigen when the cell is quiescent (i.e., not undergoing cell
division). The antigen can also be detected in a permeabilized
test cell. For example, a test cancer cell that exhibits a pattern
of staining with an A11 antibody (or an antibody having the
antigen binding specificity of A11) that is distinct from a
pattern of antibody staining in a normal cell is identified as a
cancerous cell that exhibits an All-reactive antigen. Such
cancers are thus amenable to therapy with an antibody that
specifically binds the All-reactive antigen (e.g., the mAb
AlD).

The above-described assay reagents, including the anti-
bodies generated by immunization with a serine protease
according to the methods described previously, can be pro-
vided in kits, with suitable instructions and other necessary
reagents, in order to conduct immunoassays as described
above. The kit can also contain, depending on the particular
immunoassay used, suitable labels and other packaged
reagents and materials (i.e. wash buffers and the like). Stan-
dard immunoassays, such as those described above, can be
conducted using these kits.

Therapeutic Methods

A subject protease-binding agent finds therapeutic use in a
variety of diseases. For example, a subject protease-binding
agent may be used in therapies for cancer or for pathogen
infections (including prevention (e.g., vaccine) and post-di-
agnosis therapy) or diagnostics for cancers/infectious patho-
gen having a protease. Subjects having, suspected of having,
orat risk of developing a tumor or contracting an infection are
contemplated for therapy and diagnosis described herein.
Samples obtained from such subject are likewise suitable for
use in the methods of the invention.

By “treatment” is meant that at least an amelioration of the
symptoms associated with the condition afflicting the host is
achieved, where amelioration is used in a broad sense to refer
to at least a reduction in the magnitude of a parameter, e.g.
symptom, associated with the condition being treated. As
such, treatment also includes situations where the pathologi-
cal condition, or at least symptoms associated therewith, are
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completely inhibited, e.g., prevented from happening, or
stopped, e.g. terminated, such that the host no longer suffers
from the condition, or at least the symptoms that characterize
the condition. Thus treatment includes: (i) prevention, that is,
reducing the risk of development of clinical symptoms,
including causing the clinical symptoms not to develop, e.g.,
preventing disease progression to a harmful state; (ii) inhibi-
tion, that is, arresting the development or further development
of clinical symptoms, e.g., mitigating or completely inhibit-
ing an active disease, e.g., so as to decrease tumor load, which
decrease can include elimination of detectable cancerous
cells, or so as to protect against disease caused by bacterial
infection, which protection can include elimination of detect-
able bacterial cells; and/or (iii) relief, that is, causing the
regression of clinical symptoms.

A variety of hosts are treatable according to the methods.
Generally such hosts are “mammals” or “mammalian,” where
these terms are used broadly to describe organisms which are
within the class mammalia, including the orders carnivore
(e.g., dogs and cats), rodentia (e.g., mice, guinea pigs, and
rats), and primates (e.g., humans, chimpanzees, and mon-
keys). In many embodiments, the hosts will be humans.

In the context of anti-bacterial/viral methods, of interest
are hosts that are susceptible to disease that can be caused by
infection by a pathogen containing a serine protease, such as
coronavirus or Staphylococcus aureus. In the methods of
treatment of cancer, administering of the antibody specific for
the serine protease, or an immunogenic composition that
including the antibody facilitates a reduction in viability or
metastatis of cancerous cells exposed to the antibody. The
method involves administering to the subject an effective
amount of a pharmaceutically acceptable formulation that
comprises an antibody specific for a serine protease. Advan-
tages of these methods are that the antibody can be directly or
indirectly cytotoxic to cancer cells or pathogen expressing the
serine protease of interest. Thus, the antibody can have the
effect of retarding or otherwise arresting cell growth, and
even inducing apoptosis, leading to cell death. Another
advantage is that the cytotoxicity of the antibody can be dose
dependent, and thus adjustable.

In a related embodiment, the subject being treated pos-
sesses an overly active serine protease. The serine protease
can be present inside a cell or expressed on the cell surface,
such as a cancer cell or a pathogen. This aspect can be ben-
eficial in the context of the methods of the present disclosure
in that cells expressing or presenting serine protease can be
more amenable to treatment with an antibody of the present
disclosure. The antibody can be administered to a subject, for
example, where therapy is initiated at a point where presence
of the serine protease is not detectable, and thus is not
intended to be limiting. It is also possible to initiate antibody
therapy prior to the first sign of disease symptoms, at the first
sign of possible disease, or prior to or after diagnosis of a
disease.

Prodrugs of the antibody composition of the present dis-
closure are also contemplated in the methods described
herein. Such prodrugs are in general functional derivatives of
the compounds that are readily convertible in vivo into the
required compounds. Thus, in the methods of the present
disclosure, the term “administering” encompasses adminis-
tering the compound specifically disclosed or with a com-
pound which may not be specifically disclosed, but which
converts to the specified compound in vivo after administra-
tion to the subject in need thereof. Conventional procedures
for the selection and preparation of suitable prodrug deriva-
tives are described, e.g., in Wermuth, “Designing Prodrugs
and Bioprecursors” in Wermuth, ed. The Practice of Medici-
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nal Chemistry, 2d Ed., pp. 561-586 (Academic Press 2003).
Prodrugs include esters that hydrolyze in vivo (e.g., in the
human body) to produce a compound described herein. Suit-
able ester groups include, without limitation, those derived
from pharmaceutically acceptable, aliphatic carboxylic
acids, particularly alkanoic, alkenoic, cycloalkanoic and
alkanedioic acids, in which each alkyl or alkenyl moiety has
no more than 6 carbon atoms. Illustrative esters include for-
mates, acetates, propionates, butyrates, acrylates, citrates,
succinates, and ethylsuccinates.

Cancer

More particularly, antibody compositions described herein
can be administered to a subject (e.g. a human patient) to, for
example, facilitate reduction of viability of cancerous cells,
e.g., to reduce tumor size, reduce tumor load, and/or improve
the clinical outcome in patients. In particular, antibody com-
positions can be used to disrupt the cell cycle of the cancer
cell, and facilitate entry of the cell into apoptosis, e.g., by
inducing cancerous cells to enter the pre-GO cell cycle phase.
The methods relating to cancer contemplated herein include,
for example, use of antibody therapy alone or in combination
with anti-cancer vaccine or therapy, as well as use of antibod-
ies generated using serine protease antigens in anti-cancer
vaccines (e.g., by passive immunization) or therapies. In cer-
tain cases, the method involves administering to a subject an
antibody that specifically binds a serine protease. The meth-
ods are useful in the context of treating or preventing a wide
variety of cancers, including carcinomas, sarcomas, leuke-
mias, and lymphomas.

In certain embodiments, the antibody compositions may be
advantageously used in an anti-cancer therapy, particularly
where the cancerous cells present an active serine protease on
an extracellularly accessible cell surface (e.g., an active MT-
SP1). One example is a cancer that presents an Al1-reactive
antigen. Cancers that present an Al1-reactive antigen can be
identified by methods known in the art. Exemplary methods
of detection and diagnosis will be described later below.

Cancers particularly amenable to antibody therapy can be
identified by examining markers of cellular proliferation
(e.g., Ki-67 antigen) and/or by examining the presence/ac-
cessibility of the active serine protease bound by All or by
other antibodies specific for the serine protease (e.g., as in an
in vitro assay).

For example, the presence of an active membrane-type
serine protease type I (MTSP-1) in normal human tissue
appears to be transient and low abundance. It is prevalent only
in abnormal cells, such as metastasing cancer cells of epithe-
lial origin. Since expression of high levels of active MTSP-1
exists predominantly in cancer cells, treatment with antibody
compositions can be used to detect the presence and localize
cancer growth, induce cytotoxicity, and can block tumor
growth. In addition, antibody compositions can be used thera-
peutically to effect/prevent adhesion and invasion of cancer
cells in other tissues.

Types of Cancer

Where the anti-cancer therapy comprises administration of
an antibody composition described previously, the anti-can-
cer therapy can be particularly directed to dividing (replicat-
ing, proliferating) cancerous cells. For example, antibodies
generated using a phage display library, such as All, may
bind an active serine protease associated with a cancerous cell
with an improved binding affinity. As illustrated in the
examples, A1l was highly effective in binding as well as
inhibiting the activity of MTSP-1.

Exemplary cancers presenting an active serine protease
include but not limited to cancer cells of epithelial origin.
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Some examples are squamous carcinomas, gastric cancet,
lymph node, colorectal cancer, and prostate cancer.

Antibody compositions can be used to treat cancers that
present an All-reactive antigen on a cell surface, including
cancers that exhibit an extracellularly accessible All-reac-
tive antigen during cell division or during cell rest.

It should be noted that while active serine proteases and/or
All-reactive antigens may be expressed at higher levels on a
cancer cell compared to a non-cancerous cell, this is not a
limitation of the therapies disclosed herein. For example,
where the cancer involves a cell type that can be replenished
(e.g., Bcell, T cell, or other cell of hematopoietic origin, as in
leukemias and lymphomas), inhibition of normal cell growth
can be acceptable since damage to a subject by depleting such
cells can be treated (e.g., with drugs to stimulate repopulation
of normal cells, e.g., GM-CSF, EPO, and the like).

Carcinomas that can be amenable to therapy by a method
disclosed herein include, but are not limited to, esophageal
carcinoma, hepatocellular carcinoma, basal cell carcinoma (a
form of skin cancer), squamous cell carcinoma (various tis-
sues), bladder carcinoma, including transitional cell carci-
noma (a malignant neoplasm of the bladder), bronchogenic
carcinoma, colon carcinoma, colorectal carcinoma, gastric
carcinoma, lung carcinoma, including small cell carcinoma
and non-small cell carcinoma of the lung, adrenocortical car-
cinoma, thyroid carcinoma, pancreatic carcinoma, breast car-
cinoma, ovarian carcinoma, prostate carcinoma, adenocarci-
noma, sweat gland carcinoma, sebaceous gland carcinoma,
papillary carcinoma, papillary adenocarcinoma, cystadeno-
carcinoma, medullary carcinoma, renal cell carcinoma, duc-
tal carcinoma in situ or bile duct carcinoma, choriocarci-
noma, seminoma, embryonal carcinoma, Wilm’s tumor,
cervical carcinoma, uterine carcinoma, testicular carcinoma,
osteogenic carcinoma, epithelieal carcinoma, and nasopha-
ryngeal carcinoma.

Sarcomas that can be amenable to therapy by a method
disclosed herein include, but are not limited to, fibrosarcoma,
myxosarcoma, liposarcoma, chondrosarcoma, chordoma,
osteogenic sarcoma, osteosarcoma, angiosarcoma, endothe-
liosarcoma, lymphangiosarcoma, lymphangioendotheliosar-
coma, synovioma, mesothelioma, Ewing’s sarcoma, lei-
omyosarcoma, rhabdomyosarcoma, and other soft tissue
sarcomas.

Other solid tumors that can be amenable to therapy by a
method disclosed herein include, but are not limited to,
glioma, astrocytoma, medulloblastoma, craniopharyngioma,
ependymoma, pinealoma, hemangioblastoma, acoustic neu-
roma, oligodendroglioma, menangioma, melanoma, neuro-
blastoma, and retinoblastoma.

Leukemias that can be amenable to therapy by a method
disclosed herein include, but are not limited to, a) chronic
myeloproliferative syndromes (neoplastic disorders of mul-
tipotential hematopoietic stem cells); b) acute myelogenous
leukemias (neoplastic transformation of a multipotential
hematopoietic stem cell or a hematopoietic cell of restricted
lineage potential; ¢) chronic lymphocytic leukemias (CLL;
clonal proliferation of immunologically immature and func-
tionally incompetent small lymphocytes), including B-cell
CLL, T-cell CLL prolymphocytic leukemia, and hairy cell
leukemia; and d) acute lymphoblastic leukemias (character-
ized by accumulation of lymphoblasts). Lymphomas that can
be treated using a method include, but are not limited to,
B-cell lymphomas (e.g., Burkitt’s lymphoma); Hodgkin’s
lymphoma; non-Hodgkin’s lymphoma, and the like.

Other cancers that can be amenable to treatment according
to the methods disclosed herein include atypical meningioma
(brain), islet cell carcinoma (pancreas), medullary carcinoma
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(thyroid), mesenchymoma (intestine), hepatocellular carci-
noma (liver), hepatoblastoma (liver), clear cell carcinoma
(kidney), and neurofibroma mediastinum.

Further exemplary cancers that can be amenable to treat-
ment using a methods disclosed herein include, but are not
limited to, cancers of epithelial and neuroectodermal origin.
Examples of epithelial origin include, but are not limited to,
small cell lung cancer, cancers of the breast, eye lens, colon,
pancreas, kidney, liver, ovary, and bronchial epithelium. In
some embodiments, the methods do not include treatment of
melanoma (i.e., the cancer is other than melanoma). In other
embodiments, the methods do not include treatment of lym-
phoma (i.e., the cancer is other than lymphoma). The methods
of the present disclosure may be used to treat cancer cells
known to overexpress MTSP-1 or have dysregulated, active
MTSP-1

Examples of cancers of neuroectodermal origin include,
but are not limited to, Ewings sarcoma, spinal tumors, brain
tumors, supratenbrial primative neuroectodermal tumors of
infancy, tubulocystic carcinoma, mucinous tubular and
spindle cell carcinoma, renal tumors, mediastinum tumors,
neurogliomas, neuroblastomas, and sarcomas in adolescents
and young adults.

Combinations with Other Cancer Therapies

As noted above, another feature of the methods is that a
subject protease-binding agent can be administered to the
subject in combination with one or more other therapies. For
example, a therapy or treatment other than administration of
antibody composition can be administered anywhere from
simultaneously to up to 5 hours or more, e.g., 10 hours, 15
hours, 20 hours or more, prior to or after administration of a
subject protease-binding agent. In certain embodiments, a
subject protease-binding agent and other therapeutic inter-
vention are administered or applied sequentially, e.g., where
a subject protease-binding agent is administered before or
after another therapeutic treatment. In yet other embodi-
ments, a subject protease-binding agent and other therapy are
administered simultaneously, e.g., where a subject protease-
binding agent and a second therapy are administered at the
same time, e.g., when the second therapy is a drug it can be
administered along with a subject protease-binding agent as
two separate formulations or combined into a single compo-
sition that is administered to the subject. Regardless of
whether administered sequentially or simultaneously, as
illustrated above, the treatments are considered to be admin-
istered together or in combination for purposes of the present
disclosure.

Additional standard anti-cancer therapeutics that may or
may not be administered in conjunction with a subject pro-
tease-binding agent, include but not limited to immuno-
therapy, chemotherapeutic agents and surgery (e.g., as those
described further below). In addition, therapeutic administra-
tion of a subject protease-binding agent can also be post-
therapeutic treatment of the subject with an anti-cancer
therapy, where the anti-cancer therapy can be, for example,
surgery, radiation therapy, administration of chemotherapeu-
tic agents, and the like. Use of monoclonal antibodies, par-
ticularly monoclonal antibodies that can provide for comple-
ment-mediated killing, and/or antibody-dependent cellular
cytotoxicity-mediated killing, of a target cell are of particular
interest (e.g., treatment with an anti-serine protease antibody
(e.g., A1l or an antibody specific for a serine protease of the
present disclosure) after identification of a primary tumor
composed of cells expressing an active serine protease (e.g.,
MT-SP1). Cancer therapy using a subject protease-binding
agent in combination with immunotherapy that employs anti-
serine protease antibodies is of particular interest.
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For example, a subject protease-binding agent can be
administered in combination with one or more chemothera-
peutic agents (e.g., cyclophosphamide, doxorubicin, vincris-
tine and prednisone (CHOP)), and/or in combination with
radiation treatment and/or in combination with surgical inter-
vention (e.g., pre- or post-surgery to remove a tumor), radia-
tion therapy, bone marrow transplantation, biological
response modifier treatment, and certain combinations of the
foregoing. Radiation therapy includes, but is not limited to,
X-rays or gamma rays that are delivered from either an exter-
nally applied source such as a beam, or by implantation of
small radioactive sources.

Particular applications in which the methods and compo-
sitions find use include those described in U.S. Pat. Nos.

2,512,572; 3,892,801; 3,989,703; 4,057,548; 4,067,867,
4,079,056, 4,080,325; 4,136,101; 4,224,446; 4,306,064;
4,374,987, 4,421,913; 4,767,859; 3,981,983; 4,043,759;
4,093,607, 4,279,992; 4,376,767; 4,401,592; 4,489,065,
4,622,218, 4,625,014; 4,638,045; 4,671,958; 4,699,784;
4,785,080; 4,816,395; 4,886,780; 4,918,165; 4,925,662;
4,939,240, 4,983,586; 4,997,913; 5,024,998; 5,028,697,
5,030,719; 5,057,313; 5,059,413; 5,082,928; 5,106,950;
5,108,987; 4,106,488; 4,558,690; 4,662,359; 4,396,601,
4,497,796, 5,043,270; 5,166,149; 5,292,731; 5,354,753;
5,382,582; 5,698,556 5,728,692; and 5,958,928; the disclo-

sures of which are herein incorporated by reference.

Pathogen Infection

In the context of anti-pathogen methods, the treatment
involves administering an effective amount of a protease-
binding agent (e.g. antibodies) to a subject in order to
decrease symptoms associated with an infection caused by
bacteria or viruses that bear active proteases. The administer-
ing of the antibody to a subject can be directly or indirectly
cytotoxic to the pathogen containing the protease. Thus, the
method can have the effect of retarding or otherwise arresting
pathogen growth, and even leading to pathogen death.

Exemplary pathogens include bacteria in the Achromo-
bacter genus (e.g. Burkholderia and Bordetella), Staphylo-
coccus aureus bacteria, Mycobacterium tuberculosis, plas-
modium, retrovirus (e.g., HIV), herpesvirus (e.g., KSHV),
coxsackievirus, coronavirus (e.g., SARS), and piconarvirus.

In addition, a subject protease-binding agent can be used to
provide for passive immunotherapy in mammalian subjects.
For example, a subject protease-binding agent can be pro-
vided in a pharmaceutical composition suitable for adminis-
tration to a subject, so as to provide for passive protection of
the subject against diseases or as a therapy to improve the
clinical outcome in patients with established disease caused
by the pathogen (e.g. decreased complication rate such as
shock, decreased mortality rate, or decreased morbidity)

Dosage

In the methods, an effective amount of a subject protease-
binding agent is administered to a subject in need thereof. For
example, in some embodiments, a subject protease-binding
agent inhibits growth of a cancer cell in a host when the
subject protease-binding agent is administered in an effective
amount. The amount administered varies depending upon the
goal of the administration, the health and physical condition
of the individual to be treated, age, the taxonomic group of
individual to be treated (e.g., human, non-human primate,
primate, etc.), the degree of resolution desired, the formula-
tion of a subject protease-binding agent, the treating clini-
cian’s assessment of the medical situation, and other relevant
factors. It is expected that the amount will fall in a relatively
broad range that can be determined through routine trials. For
example, the amount of subject protease-binding agent
employed to inhibit cancer cell growth is not more than about
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the amount that could otherwise be irreversibly toxic to the
subject (i.e., maximum tolerated dose). In other cases the
amount is around or even well below the toxic threshold, but
still in an immunoeffective concentration range, or even as
low as threshold dose.

Individual doses are typically not less than an amount
required to produce a measurable effect on the subject, and
may be determined based on the pharmacokinetics and phar-
macology for absorption, distribution, metabolism, and
excretion (“ADME”) of the antibody, and thus based on the
disposition of the composition within the subject. This
includes consideration of the route of administration as well
as dosage amount, which can be adjusted for topical (applied
directly where action is desired for mainly a local effect),
enteral (applied via digestive tract for systemic or local effects
when retained in part of the digestive tract), or parenteral
(applied by routes other than the digestive tract for systemic
or local effects) applications. For instance, administration of
a subject protease-binding agent is typically via injection and
often intravenous, intramuscular, intratumoral, or a combina-
tion thereof.

A subject protease-binding agent may be administered by
infusion or by local injection, e.g. by infusion at a rate of
about 50 mg/h to about 400 mg/h, including about 75 mg/h to
about 375 mg/h, about 100 mg/h to about 350 mg/h, about 150
mg/h to about 350 mg/h, about 200 mg/h to about 300 mg/h,
about 225 mg/h to about 275 mg/h. Exemplary rates of infu-
sion can achieve a desired therapeutic dose of, for example,
about 0.5 mg/m*/day to about 10 mg/m?/day, including about
1 mg/m?/day to about 9 mg/m*/day, about 2 mg/m?day to
about 8 m g/m?/day, about 3 m g/m*/day to about 7 mg/m?*/
day, about 4 mg/m?/day to about 6 mg/m*/day, about 4.5
mg/m?/day to about 5.5 mg/m?*/day. Administration (e.g, by
infusion) can be repeated over a desired period, e.g., repeated
over a period of about 1 day to about 5 days or once every
several days, for example, about five days, over about 1
month, about 2 months, etc. It also can be administered prior,
at the time of, or after other therapeutic interventions, such as
surgical intervention to remove cancerous cells. The antibody
can also be administered as part of a combination therapy, in
which at least one of an immunotherapy, a cancer chemo-
therapy or a radiation therapy is administered to the subject
(as described in greater detail below).

Disposition of the antibody and its corresponding biologi-
cal activity within a subject is typically gauged against the
fraction of antibody present at a target of interest. For
example, an antibody once administered can accumulate with
a glycoconjugate or other biological target that concentrates
the material in cancer cells and cancerous tissue. Thus dosing
regimens in which the antibody is administered so as to accu-
mulate in a target of interest over time can be part of a strategy
to allow for lower individual doses. This can also mean that,
for example, the dose of antibody that are cleared more slowly
in vivo can be lowered relative to the effective concentration
calculated from in vitro assays (e.g., effective amount in vitro
approximates mM concentration, versus less than mM con-
centrations in vivo).

As an example, the effective amount of a dose or dosing
regimen can be gauged from the IC50 of a given antibody for
inhibiting or binding a serine protease. By “IC50” is intended
the concentration of a drug required for 50% inhibition in
vitro. Alternatively, the effective amount can be gauged from
the EC50 of a given antibody concentration. By “EC50” is
intended the plasma concentration required for obtaining
50% of a maximum effect in vivo.

In general, with respect to the antibody of the present
disclosure, an effective amount is usually not more than 200x
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the calculated IC50. Typically, the amount of an antibody that
is administered is less than about 200x, less than about 150x,
less then about 100x and many embodiments less than about
75x, less than about 60x, 50x, 45x, 40x, 35x%, 30x, 25x%, 20x,
15x, 10x and even less than about 8x or 2x than the calculated
1C50. In one embodiment, the effective amount is about 1x to
50x of the calculated IC50, and sometimes about 2x to 40x,
about 3x to 30x or about 4x to 20x of the calculated IC50. In
other embodiments, the effective amount is the same as the
calculated 1C50, and in certain embodiments the effective
amount is an amount that is more than the calculated IC50.

An effective amount may not be more than 100x the cal-
culated EC50. For instance, the amount of antibody that is
administered is less than about 100x, less than about 50x, less
than about 40x, 35x%, 30x%, or 25x and many embodiments less
than about 20x, less than about 15x and even less than about
10x, 9x, 9%, 7x, 6x, 5%, 4x, 3%, 2x or 1x than the calculated
EC50. In one embodiment, the effective amount is about 1x to
30x of the calculated EC50, and sometimes about 1x to 20x,
or about 1x to 10x of the calculated ECS50. In other embodi-
ments, the effective amount is the same as the calculated
EC50, and in certain embodiments the effective amount is an
amount that is more than the calculated EC50.

Effective amounts can readily be determined empirically
from assays, from safety and escalation and dose range trials,
individual clinician-patient relationships, as well as in vitro
and in vivo assays such as those described herein and illus-
trated in the Experimental section, below.

The IC50 may be calculated by inhibiting antibody binding
in vitro. This aspect can be carried out by assessing the ability
of the antibody of interest to inhibit A11 antibody binding to
a serine protease (e.g. MT-SP1). In general, the procedure is
carried out by standard ELISA in which the plates are coated
with a serine protease as described in the examples at a
concentration of about 10 pg/ml, and then processed and
employed as described in the experimental examples to deter-
mine inhibition of antibody binding and the 1C50. These
antibodies and others suitable for various aspects of this pur-
pose can be employed.

Routes of Administration

In practicing the methods, routes of administration (path by
which a subject protease-binding agent is brought into a sub-
ject) may vary, where representative routes of administration
for a subject protease-binding agent are described in greater
detail below. A subject protease-binding agent alone or in
combinations described above can be administered systemi-
cally (e.g., by parenteral administration, e.g., by an intrave-
nous route) or locally (e.g., at a local tumor site, e.g., by
intratumoral administration (e.g., into a solid tumor, into an
involved lymph node in a lymphoma or leukemia), adminis-
tration into a blood vessel supplying a solid tumor, etc.).

Formulations suitable for oral administration can consist of
(a) liquid solutions, such as an effective amount of the com-
pound dissolved in diluents, such as water, saline, or orange
juice; (b) capsules, sachets or tablets, each containing a pre-
determined amount of the active ingredient, as solids or gran-
ules; (c) suspensions in an appropriate liquid; and (d) suitable
emulsions. Tablet forms can include one or more of lactose,
mannitol, corn starch, potato starch, microcrystalline cellu-
lose, acacia, gelatin, colloidal silicon dioxide, croscarmellose
sodium, talc, magnesium stearate, stearic acid, and other
excipients, colorants, diluents, buffering agents, moistening
agents, preservatives, flavoring agents, and pharmacologi-
cally compatible excipients. Lozenge forms can comprise the
active ingredient in a flavor, usually sucrose and acacia or
tragacanth, as well as pastilles comprising the active ingredi-
ent in an inert base, such as gelatin and glycerin, or sucrose
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and acacia, emulsions, gels, and the like containing, in addi-
tion to the active ingredient, such excipients as are known in
the art.

The formulations of the present disclosure can be made
into aerosol formulations to be administered via inhalation.
These aerosol formulations can be placed into pressurized
acceptable propellants, such as dichlorodifluoromethane,
propane, nitrogen, and the like. They may also be formulated
as pharmaceuticals for non-pressured preparations such as for
use in a nebulizer or an atomizer.

Formulations suitable for parenteral administration
include aqueous and non-aqueous, isotonic sterile injection
solutions, which can contain anti-oxidants, buffers, bacteri-
ostats, and solutes that render the formulation isotonic with
the blood of the intended recipient, and aqueous and non-
aqueous sterile suspensions that can include suspending
agents, solubilizers, thickening agents, stabilizers, and pre-
servatives. The formulations can be presented in unit-dose or
multi-dose sealed containers, such as ampules and vials, and
can be stored in a freeze-dried (lyophilized) condition requir-
ing only the addition of the sterile liquid excipient, for
example, water, for injections, immediately prior to use.
Extemporaneous injection solutions and suspensions can be
prepared from sterile powders, granules, and tablets of the
kind previously described.

Formulations suitable for topical administration may be
presented as transdermal compositions or transdermal deliv-
ery devices (“patches”), creams, gels, pastes, or foams, con-
taining, in addition to the active ingredient, such carriers as
are known in the art to be appropriate.

Suppository formulations are also provided by mixing with
a variety of bases such as emulsifying bases or water-soluble
bases. Formulations suitable for vaginal administration may
be presented as pessaries, tampons, creams, gels, pastes,
foams.

Unit dosage forms for oral or rectal administration such as
syrups, elixirs, and suspensions may be provided wherein
each dosage unit, for example, teaspoonful, tablespoonful,
tablet or suppository, contains a predetermined amount of the
composition containing the antibody compositions. Simi-
larly, unit dosage forms for injection or intravenous adminis-
tration may comprise the antibody in a composition as a
solution in sterile water, normal saline or another pharmaceu-
tically acceptable carrier.

The term “unit dosage form,” as used herein, refers to
physically discrete units suitable as unitary dosages for
human and animal subjects, each unit containing a predeter-
mined quantity of compounds of the present disclosure cal-
culated in an amount sufficient to produce the desired effectin
association with a pharmaceutically acceptable diluent, car-
rier or vehicle. The specifications for the novel unit dosage
forms depend on the particular compound employed and the
effect to be achieved, and the pharmacodynamics associated
with each compound in the host.

Kits & Systems

Also provided are kits and systems that find use in practic-
ing the methods, as described above. For example, kits and
systems may include one or more of the compositions
described herein, such as an anti-serine protease antibody
(e.g.All or E2), anucleic acid encoding the same (especially
a nucleic acid encoding a CDR of a heavy and/or light chain
of A1l or E2), or a recombinant cell containing the same.
Other optional components of the kit include: buffers, etc., for
administering the anti-serine protease antibody, and/or for
performing a diagnostic assay. The recombinant nucleic acids
of the kit may also have restrictions sites, multiple cloning
sites, primer sites, etc to facilitate their ligation to constant
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regions ofnon-A11 encoding nucleic acids. The various com-
ponents of the kit may be present in separate containers or
certain compatible components may be precombined into a
single container, as desired.

The kits and systems for practicing the methods may
include one or more pharmaceutical formulations that include
the antibody compositions described herein. As such, the kits
may include a single pharmaceutical composition present as
one or more unit dosages. In yet other embodiments, the kits
may include two or more separate pharmaceutical composi-
tions.

In addition to the above components, the kits may further
include instructions for practicing the methods. These
instructions may be present in the kits in a variety of forms,
one or more of which may be present in or on the kit. One
form in which these instructions may be present is as printed
information on a suitable medium or substrate, e.g., a piece or
pieces of paper on which the information is printed, in or on
the packaging of the kit, in a package insert, etc. Yet another
means would be a computer readable medium, e.g., diskette,
CD, etc., on which the information has been recorded. Yet
another means that may be present is a website address which
may be used via the internet to access the information at a
removed site. Any convenient means may be present in the
kits.

A kit may be provided for use in treating a host suffering
from a cellular proliferative disease or pathogenic infection.
This kit includes a pharmaceutical composition comprising
antibody specific for an active serine protease, and instruc-
tions for the effective use of the pharmaceutical composition
in a method of treating a host suffering from a cancerous
condition by inhibiting the growth of a cancer cell in a subject.
Such instructions may include not only the appropriate han-
dling properties, dosing regiment and method of administra-
tion, and the like, but can further include instructions to
optionally screen the subject for an active serine protease
associated with the disease. This aspect can assist the practi-
tioner of the kit in gauging the potential responsiveness of the
subject to treatment with an antibody of the present disclo-
sure, including timing and duration of treatment relative to the
type and growth stage of the cancer. Thus in another embodi-
ment, the kit may further include an antibody or other reagent
for detecting an active serine protease on an extracellularly
accessible surface of a cancer cell, such as Al1. In another
embodiment, the kit includes antibody that comprises a con-
jugate with a detectable label, such as a fluorophore.

A kit may also be provided for use in treating a host at risk
of, or having, a disease or disease symptom of infection by
bacteria or virus bearing a protease (e.g. P1-Arg-specific
protease). This kit includes a pharmaceutical composition
comprising an antibody specific thereto, and instructions for
the effective use in treatment of a host having, or at risk of,
bacterial/viral infection. Such instructions may include not
only the appropriate handling properties, dosing regiment and
method of administration, and the like, but can further include
instructions to optionally screen the subject for the bacterial/
viral specific protease. This aspect assists the practitioner of
the kit in gauging the potential responsiveness of the subject
to treatment with an antibody of the present disclosure. The
kit may further include an antibody or other reagent, such as
Al1 or E2, for detecting a serine protease on an extracellu-
larly accessible surface of a bacterial cell.

The term “system” as employed herein refers to a collec-
tion of antibodies described herein and one or more second
therapeutic agents, present in single or disparate composi-
tions that are brought together for the purpose of practicing
the methods. For example, separately obtained antibody spe-

10

15

20

25

30

35

40

45

50

55

60

65

48

cific to serine proteases and chemotherapy dosage forms
brought together and coadministered to a subject are a system
according to the present disclosure.

The following examples further illustrate the present
invention and should not be construed as in any way limiting
its scope.

EXAMPLES

It is understood that the examples and embodiments
described herein are for illustrative purposes only and that
various modifications or changes in light thereof will be sug-
gested to persons skilled in the art and are to be included
within the spirit and purview of this application and scope of
the appended claims. All publications, patents, and patent
applications cited herein are hereby incorporated by refer-
ence in their entirety for all purposes.

Materials and Methods

The following methods and materials were used in the
Examples below.

Phage Display Library Construction.

A Fab library was used to identify inhibitory antibodies
against the human MT-SP1 protease domain (hMT-SP1). A
fully human naive Fab phage display was constructed using
methods described in de Haard H J et al. (J Biol Chem 1999,
274: 18218-30). Peripheral blood lymphocyte RNA was con-
verted to cDNA by reverse transcriptase primed with random
hexa-nucleotides. cDNA encoding the heavy or light chains
of'the Fabs were amplified by PCR using the primers of Haard
H J et al,, supra. The resulting library was cloned into a
phagemid vector which fuses a C-terminal hexa-histidine and
c-myc tag to the heavy chain. Large scale phage rescue was
performed using M13K07 helper phage. The library was
stored at —80° C.

Phage Display Panning and Identification of Inhibitory
Fab.

Active MT-SP1 was bound to wells of a 96-well ELISA
plate. The panning was accomplished in three rounds with
increasing stringency against hMT-SP1 adsorbed to wells.
ELISAs were performed to verify binding of the identified
Fabs to hMT-SP1. ELISA positive clones were expressed,
purified and tested for inhibition of MT-SP1. Individual
clones were sequenced to verify their uniqueness.

Protein Expression and Purification from E. coli.

MT-SP1 and MT-SP1 mutants were expressed in Escheri-
chia coli and purified as previously described (Farady C J et
al. J Mol Biol 2007, 369: 1041-51, Takeuchi et al. Proc Natl
Acad Sci USA 1999, 96: 11054-611999). A11 was expressed
in E. coli BL21 DE3 cells. Cultures were grown in 1 L of
2xYT containing 100 pg/ml ampicillin and 0.1% glucose at
37° C. and 250 rpm to an ODyg, of 0.6-0.8. The temperature
was then reduced to 25° C. and the cultures were induced with
the addition of 0.5 mM IPTG. After 18 hours of growth, the
bacteria was harvested and pelleted by centrifugation. The
cells were resuspended in 25 mL of buffer containing 0.2 M
Tris pH 8.0, 0.5 mM EDTA and 0.5 M sucrose. The resus-
pended solution was left on ice for 1 hour. The solution was
then pelleted and the periplasmic fraction was run over a Ni**
column prewashed with wash buffer (50 mM Tris pH 8.0, 250
mM NaCl). The Ni column was then washed with 10 column
volumes of the wash buffer and the Fab was eluted with 250
mM imidazole in 50 mM Tris pHS8.0, 100 mM NaCl. Size
exclusion chromatography was carried out on the eluted A11
using a Superdex S75 26/60 with a 50 mM Tris pH 8.0, 100
mM KCl, 5% glycerol buffer.
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Mutagenesis of A11.

All  mutants ArgH100aAla, ArgH100bAla, and
ArgH115bLys were all created using the Quikchange kit from
Stratagene. Sequences were verified by DNA sequencing.
Expression and purification of A11 mutants was carried out as
described above.

Trichoderma reesei Expression Vector Construction.

Two independent expression vectors were constructed, one
for expression of the Fab heavy chain (pCBHIxFabA11l H1)
and one for the light chain (pCBHIxFabAll L1). In each
case, the Fab chains were produced as fusion proteins with the
T. reesei CBHI (cellobiohydrolase I, cel7a) catalytic core and
linker region. A Kex2 cleavage site (Val Ala Val Tyr Lys Arg)
was positioned between the CBHI and the Fab chain to allow
cleavage of the fusion protein after the Arg residue and release
of the Fab chain during secretion.

The following segments of DNA were assembled in the
construction of pPCBHIxFabA11 H1 and pCBHIxFabA11 L.1.
The T. reesei cbhl promoter and coding region, starting at a
naturally occurring Xbal site approximately 1500 bp
upstream of the coding region. The synthetic, codon opti-
mized coding region for each Fab chain was fused to the end
of'the CBHI linker region at a created Spa restriction site (see
below). Immediately after the Fab stop codon was an Ascl
restriction site followed by the 7. reesei cbhl terminator
region (356 bp). This was followed by a 2.75 kb fragment of
Aspergillus nidulans genomic DNA, including the promoter,
coding region and terminator of the amdS (acetamidase)
gene. The above DNA fragments were inserted in pNEB193
(New England Biolabs, Inc., USA) between the Xbal and
Kpnl sites of the multiple cloning site.

The following changes were made within the cbhl open
reading frame. The codon for amino acid 212 of the mature
CBHI protein was changed from GAG (Glutamic acid) to
CAG (Glutamine) resulting in production of an inactive form
of CBHI. Within the coding region for the CBHI linker a
change was made to create a Spa restriction site. This altered
the DNA sequence from ACCCAG to ACTAGT, changing the
amino acid sequence at the end of the CBHI linker region
from Thr Gln to Thr Ser. The Gln in this sequence represents
the first amino acid of the cellulose binding domain of CBHI.

T. reesei transformation.

Trichoderma reesei GICC20000150 was derived from
strain RL-P37 (Sheir-Neiss et al. Applied Microbiology and
Biotechnology 1984, 20:46) by sequential deletion of the
genes encoding the four major secreted cellulases (cel7a,
cel6a, cel7b and celSa). Transformation was performed using
a Bio-Rad Laboratories, Inc. (Hercules, Calif.) model PDS-
1000/He biolistic particle delivery system according the
manufacturer’s instructions. Transformants were selected on
solid medium containing acetamide as the sole nitrogen
source. For antibody production, transformants were cultured
in a liquid minimal medium containing lactose as carbon
source as described previously (Ilmen et al. App! Environ
Microbial 1997, 63: 1298-306), except that 100 mM pipera-
zine-N,N-bis(3-propanesulfonic acid) (Calbiochem) was
included to maintain the pH at 5.5. In order to produce Fab it
was necessary for transformants to have taken up both the
heavy and light chain expression vectors. However, both
expression vectors had the same amdS selectable marker so it
was not immediately possible to recognize co-transformants.
Culture supernatants were analyzed by SDS-PAGE under
reducing conditions and those that contained the highest level
of'a 25 kDa band (representing heavy and/or light chain) and
an apparent 60 kDa band (representing the CBHI core and
linker) were selected for further analysis.
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Purification of A11 from 7. reesei Expression.

Media from the Trichoderma expression was adjusted to
pH 5.5. For an initial crude purification, the media was run
over an SP sepharose column equilibrated with Wash Buffer
1 (100 mM MES pH 5.5, 50 mM NaCl). The column was then
washed with 5 column volumes of Wash Buffer 1, followed
by 5 column volumes of Wash Buffer 2 (50 mM Tricine pH
8.0). A1l was eluted with 3 column volumes of 50 mM
Tricine pH 8.0, 500 mM NaCl. The elution was buffer
exchanged into 100 mM MES pH 5.5, 50 mM NaCl and
loaded onto a MonoS HR 5/5 column. The column was
washed with Wash Buffer 1 followed by Wash Buffer 2.
Elution was then carried out in a 0-100% gradient of Wash
Buffer 2 to Wash buffer 2 containing 500 mM NaCl. Further
purification was carried out on a Superdex 75 26/60 size
exclusion column with a 50 mM Tris pH 8.0, 100 mM KCl,
5% glycerol buffer.

Steady State Kinetics.

Kinetics were carried out as previously described (Farady
Cletal.J Mol Biol 2007,369: 1041-51). Briefly, all reactions
were carried out in 50 mM Tris, pH 8.8, 50 mM NaCl, 0.01%
Tween-20 in 96-well, medium binding, flat-bottomed plate
(Corning), and cleavage of substrate (Spectrazyme-tPA
(hexahydrotyrosyl-Gly-Arg-pNA), American Diagnostica,
Greenwich, Conn.) was monitored in a UVmax Microplate
Reader (Molecular Devices Corporation, Palo Alto, Calif.).
K;’s were measured using the tight-binding inhibition equa-
tions of Williams and Morrison (Methods Enzymol 1979, 63:
437-67). When measuring the effect mutations to MT-SP1
had on the strength of the interaction between the protease
and inhibitor, ICs, values were used instead of K,’s. Reac-
tions to determine the IC,,’s were carried out by incubating
0.2 nM enzyme with inhibitor for >5 hours to assure steady-
state behavior of the system. Relative K;’s were then calcu-
lated from IC,, values as shown previously in order to nor-
malize the IC,, with respect to the strength of the protease/
substrate interaction (Chou T et al. Mol Pharmacol 1974, 10:
235-47). Inhibitory activity against related proteases was
measured using a similar assay monitoring the cleavage of a
p-nitroanilide substrate. 10 nM Thrombin, {Xa, and plasmin
(Haematologic Technologies, Inc., Essex Junction, VT.) were
incubated with 1 pM Fab, and the reaction was monitored
using 1 mM of the substrate T1637 (Sigma, St. Louis, Mo.).
10 nM tPA and uPA (American Diagnostica) were incubated
with 1 uM Fab, and the reaction was monitored using 1 mM
Spectrazyme-tPA and 400 mM Spectrazyme-UK (American
Diagnostica), respectively. Inhibitor activity was also mea-
sured using the chromogenic substrate Spectrafluor tPA
(American diagnostica, Inc.). In that experiment, A1l anti-
body, of which concentration was varied from 0-250 nM, was
incubated with recombinant MT-SP1 for five hours and pro-
teolysis measured through activation of Spectrafluor tPA
(America Diagnostica Inc). Kaleidagraph 3.6 was used to fit
all graphs and equations (Synergy Software, Reading, Pa.).

MT-SP1/A11 Digestion.

The digestion of A11 by MT-SP1 was carried out as pre-
viously described (Farady C J et al. J Mol Biol 2007, 369:
1041-51). A11 wasincubated at 2 uM with 0.1 nM MT-SP1 in
either 100 mM MES pH 6.0, 100 mM NaCl buffer or 50 mM
Tris pH 8.0, 100 mM NaCl. After 120 hours, the samples were
run on a 4-20% Tris-Glycine SDS-PAGE gel (Invitrogen) to
visualize.

Crystallization and Data Collection.

A11 was incubated with MT-SP1 at 1:1 molar ratio and the
complex was purified by gel filtration using a Superdex S75
26/60 column in a buffer containing 50 mM Tris pHS8.0, 100
mM NaCl, 5% glycerol. The purified complex was then con-
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centrated to ~15 mg/ml. Initial crystallization conditions
were discovered using a nanoliter-scale Mosquito robot (TTP
Labtech). The A11/MT-SP1 complex was crystallized in 16%
PEG 3350, 0.23 M MgSO,, 0.4% isopropanol, 3% glycerol
and 0.12 M AmSO,, in hanging drop by vapor diffusion.
Crystals belonging to the hexagonal space group P6,
(a=b=130.6 A and c=96.94 A) grew in three days and were
cryoprotected in the mother liquor supplemented with 30%
sucrose. Diffraction data were collected at beamline 8.3.1 at
the Advanced Light Source at LBNL. A11/MT-SP1 data were
reduced and scaled using MOSFLM and scala in the CCP4
suite of programs (Acta Crystallogr D Biol Crystallogr 1994,
50: 760-3).

Structure Determination and Refinement.

The structure of A11/MT-SP1 was solved by molecular
replacement using Phaser (Read R J Acta Crystallogr D Biol
Crystallogr 2001, 57: 1373-82) in CCP4 (Acta Crystallogr D
Biol Crystallogr, supra), first searching for MT-SP1 (using
1EAX as search model), then searching for the Fab fragment
with its H3 loop truncated (using 2HFF as search model).
Following molecular replacement, automatic building in
ARP/wARP (Evrard G X et al. Acta Crystallogr D Biol Crys-
tallogr 2007, 63: 108-17) and manual building yielded the
final structures. Restrained refinements cycles were done
using REFMACS (Murshudov G N et al. Acta Crystallogr D
Biol Crystallogr 1999, 55: 247-55) for the A11/MT-SP1
structure. TLS refinement was applied at the last stage of the
refinement. In the final structure there was no density for the
heavy chain residues 129-133, 213-215, or protease Ala204.
There was no side chain density for A11 light chain residues
Glul, Glul43, Lys188, and Glu213, or heavy chain residues
Glul, Lys201, and Lys210, so the side chains were not mod-
eled. These regions are often disordered in Fab structures, and
make no interactions with the protease. The quality of the
final structures was assessed using Molprobity (Lovell S Cet
al. Proteins 2003, 50: 437-50). Buried surface area calcula-
tions were performed using PISA (Krissinel E et a J Mo/ Biol
2007, 372: 774-97).

Fluorescent Labeling.

scFv, diabody, Fab and IgG were labeled with AlexaFluor
594 (for microscopy) and Alexafluor 680 (in vivo imaging)
(Invitrogen) according to the manufacturer’s protocol. Pro-
teins were purified from unreacted dye on a Superdex 75
FPLC column (GE Healthcare). Degree of labeling was deter-
mined using UV/VIS spectrometry as directed in manufac-
turer’s protocol. In fluorescent experiments, concentrations
refer to dye molecules rather than the labeled protein.

Surface Plasmon Resonance.

The association and dissociation curves for MT-SP1 and
the inactive zymogen MT-SP1 R15A were obtained by sur-
face plasmon resonance using a BlAcore Biosensor T100
(GE Healthcare). The A11 Fab (ligand), in 25 mM sodium
acetate buffer, pH=5.0, was covalently immobilized onto a
CMS5 chip according to the manufacturer’s protocol with a
final immobilization level of ~70 RU. The reference channel
was treated using the same chemistry as the ligand coupled
surface. Enzymes (analytes) were washed in HBS-EP buffer
(10 mM HEPES pH=7.4, 150 mM NaCl, 3 mM EDTA and
0.005% [v/v] Tween 20) and injected in concentrations vary-
ing from 50 nM to 1 uM across the chip surface at 20 ul/min
to minimize mass transfer effects. Surface regenerations were
performed with 100 mM Glycine pH=2.2, allowing a com-
plete return to baseline. The sensorgram of the reference
surface was subtracted from the ligand conjugated surface for
each injection. No binding was observed for MT-SP1 R15A at
concentrations up to 1 pM.
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Cell Culture.

Human cancer cell lines HT29, PC3, MDA-MB-231,
MCF7, MDA-MB-468, and LNCaP were obtained from the
American Type Culture Collection (www.atcc.org) and main-
tained in the recommended media. Activity Assays: 70-90%
confluent adherent cells were rinsed in PBS and lifted using
Enzyme-Free Cell Dissociation Buffer (Invitrogen). Cells
were washed twice in serum-free media and counted, then
resuspended in serum-free media and aliquoted into round-
bottomed 96-well plates, ranging from 30,000-60,000 cells
per well, depending on the cell line. E2 Fab and serum-free
media were added for a final volume of 95 pl and final inhibi-
tor concentration of 200 nM. For total inhibition, 5 pl of 25x
Complete Inhibitor Cocktail (Roche) in water was added
along with 90 pl of serum-free media. After 1 hour incubation
at37° C., 5% CO,, Spectrofluor tPA (American Diagnostica
Inc.) was added to a final concentration of 500 uM. Fluores-
cence was measured on a SpectraMax Gemini EM plate
reader (MDS Inc.) with an excitation/emission wavelengths
01 380/460 nm. Fluorescence was measured for one hour or
until proteolysis ceased to be linear. Fluorescence was also
measured in media only to correct for non-proteolytically-
mediated substrate hydrolysis. The prostate cancer cell line
PC3 showed the largest amount of P, -Arg specific proteoly-
sis, but very little of it was attributable to MT-SP1, so this data
was not included. Prior to inhibition assays, these experi-
ments were carried out with 10,000-100,000 cells per well to
ensure that we were working in the range where fluorescence
increased linearly with cell number. Activity assays were
conducted in sextuplicate.

Fluorescent Imaging of Cells.

Round glass microscope cover slips (Fisher Scientific)
were flame-sterilized and placed in 12 well plates. Cells were
passaged into these wells and grown to a confluency of
40-90%. 12-16 hours prior to imaging, cells were switched to
serum-free media. One hour prior to imaging, fresh serum—
free media was added with enough Alexa Fluor 594-labeled
E2 scFv to obtain a final fluorphore concentration of 300 nM.
Cells were returned to the incubator for 1-2 hours after which
slides were removed, rinsed in PBS, and immediately imaged
on a Nikon Eclipse E800 fluorescent microscope outfitted
with a G-2E/C filter combination. All cells were imaged
within 10 minutes of removal from incubator. For the HAI-1
blocking experiment, recombinant human HAI-1 (R&D Sys-
tems) was diluted to 1 uM in PBS and added along with fresh
serum-free media to a final concentration of 200 nM and cells
incubated under normal conditions for three hours. At this
time, fluorescently labeled E2 scFv was added to the blocked
cells, as well as to unblocked cells, for a final dye concentra-
tion of 100 nM. Cells were incubated for another hour and
then rinsed in PBS and imaged.

Fluorescent Imaging of Mice.

Mice were fed an alfalfa-free diet of Harlan Teklad Global
2018 rodent feed to minimize background fluorescence. Mice
were anesthetized with 1.5-2% isofluorane and imaged prior
to injection. Alexa Fluor 680-labeled A11 IgG, E2 Fab, and
E2 diabody were injected to the tail veins with total amount of
injected dye ranging from 0.5-2 nanomoles. Images were
collected on an IVIS 50 (Caliper Life Sciences) at set inter-
vals depending on the antibody construct injected. For the
IgG studies, two MCF7 mice were injected with approxi-
mately 2 nanomoles of dye and anesthetized and imaged
periodically for 50 hours. Two MDA-MB-231/Luc+ tumor-
bearing mice were injected with approximately 0.7-1 nano-
moles of dye and imaged in the same manner. In the images
presented, ROI analysis of the entire mouse using Living
Image 2.50.2 software (Caliper Life Sciences) indicated the
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relative signal coming from each mouse four hours after
injection. Intensity minima and maxima were adjusted to
compensate for the difference in total signal from the mice.
Al1 in vivo studies were performed as directed under insti-
tutional approval (IACUC approval #AN077922-02).

Example 1
Identification of A11 Fab

A phage-displayed Fab library created from human naive
B-cells was used to identity inhibitory antibodies against
human MT-SP1 protease domain (de Haard H J et al. J Bio/
Chem 1999, 274: 18218-30). Seven unique antibodies were
identified that exhibited inhibitory activity against MT-SP1 in
preliminary activity assays with purified protein (FIG. 1). Of
these, the Fab A11 demonstrated the most potent inhibition of
MT-SP1. Analysis of the amino acid sequence shows that A11
has a V3 heavy chain template and a V, 3 light chain. The
amino acid sequences of the hypervariable regions are shown
in FIG. 2. A11 has a 17 residue H3 loop, which is longer than
the average 12-14 residue H3 loop found in human antibodies
(Zemlin M et al. J Mol Biol 2003, 334: 733-49; Wu T T et al.
Proteins 1993, 16: 1-7).

Example 2
Expression and Purification of A11

The recombinant A11 Fab was periplasmically expressed
in E. coli BL21(DE3) cells utilizing the original phagemid
vector (de Haard H J et al. J Biol Chem 1999, 274: 18218-30).
The periplasmic fraction was initially passed over a Ni**
column, followed by a Superdex S75 26/60 size exclusion
column to yield ~3 mg/LL protein which was determined to
be >98% pure by SDS-PAGE analysis. This expression level
was sufficient to perform the biochemical assays.

To boost the production levels of the Fab, a Trichoderma
reesei system was used for A11 expression. The A11 lightand
heavy chains were cloned into individual expression vectors
and expressed as CBH1 fusion proteins with a Kex2 cleavage
site between the domains. Expression as the fusion protein
allowed for secretion of the expressed protein with cleavage
from the CBH1 domain upon secretion. This expression sys-
tem significantly increased the yield of A11 compared to the
E. coli system, resulting in the purification of ~200 mg/L. of
culture from the growth media. Purification of the secrested
protein from the media was accomplished with a simple three
step purification and yielded protein that was >98% pure by
SDS-PAGE analysis. This expression level is higher than the
majority of expression levels reported for Fabs and at the high
end of Fab expression in 7. reesei, affirming that 7. reesei
offers a simple system for high expression of Fab antibodies
(Arbabi-Ghahroudi M et al. Cancer Metastasis Rev 2005, 24:
501-19; Keranen S et al. Curr Opin Biotechnol 1995, 6:
534-7). The expression system produced a sufficient quantity
of antibody to simplify crystallization of the A11/MT-SP1
complex and is useful for in vivo applications.

Example 3
Steady State Kinetics
Steady state kinetics experiments were performed to inves-
tigate the inhibition of MT-SP1 by A11. A11 Fab binds tightly

to MT-SP1 and competitively inhibits small-molecule sub-
strate turnover (Spectrazyme tPA) with a K, 0t 720 uM (Table
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3) or ~50 uM when converted to IgG. E2, another anti-MT-
SP1 Fab antibody has a K; of 12 pM. To determine the speci-
ficity of A11, assays were performed with the related serine
proteases factor Xa (fXa), thrombin, plasmin, tissue plasmi-
nogen activator (tPA), urokinase plasminogen activator (uPA)
and hepatocyte growth factor activator (HGFA). A11 showed
no inhibition of these proteases at a concentration of 1 pM.
Additionally, the K, measured against epithin, the mouse
homologue of MT-SP1 that shares 86% sequence homology
in the protease domain, was nearly 1000-fold higher. These
results demonstrate that A11 inhibition of MT-SP1 is potent
and selective.

Example 4

MT-SP1 Point Mutants

Al1 inhibition of a library of MT-SP1 alanine mutants was
tested in this example. The K; values of All against the
MT-SP1 point mutants were determined to locate residues
critical for the protease/antibody interaction. The results indi-
cate that side chains from four of the six MT-SP1 surface
loops are important to binding (FIG. 3). The change in K,
values upon mutation of the residue to alanine is indicated on
the surface of the MT-SP1 structure. Red indicates an increase
in K, of >100 fold; pink 3-10 fold; and gray <3 fold change.
The mutation of Asp96 and Phe97 had the largest effect on K,
increasing to >1 uM in both cases, more than 10* fold over
wild-type. The high selectivity of A11 for MT-SP1 over the
other related serine proteases tested may be imparted by
Phe97. Of the seven other proteases tested, only HGFA and
epithin (the mouse homologue of MT-SP1) have a Phe residue
at position 97. Mutation of Asp217 also showed a large
increase in K, to 99 nM, a ~250 fold increase, appearing to
have a large role in All binding. In addition, the point
mutants identified contacts between Al11 and MT-SP1 resi-
dues 160, D60a, D60b, N95, Y146, E169, and K224. These
residues resulted in a change in K, of between S— and 6-fold.
This binding footpint indicates the overall importance of the
MT-SP1 surface loops in All binding. While these point
mutants indicate that binding to the surface loops of MT-SP1
is critical for the antibody inhibitor, this is not the case for the
canonical serine protease inhibitor BPTI (Farady C J et al. J
Mol Biol 2007, 369: 1041-51). Mutations to the MT-SP1
surface loops minimally affected the inhibitory activity of
BPTI, lending to the broad specificity of these Kunitz-type
inhibitors against serine proteases. In contrast, the protease
surface loops for A11 binding provides highly specific inter-
actions with MT-SP1.

Example 6

A11 H3 Loop Mutations

In this example, ArgH100a and ArgH100b in A11 H3 loop
are found to play a role in the binding of MT-SP1, interacting
directly with the protease S1 pocket (Farady C J et al. J Mo/
Biol 2008, 380: 351-60). Mutations were made to the double
Arg motif'to investigate the possible role of these residues in
MT-SP1 active site binding. The mutations ArgH100aAla,
ArgH100bAla and ArgH100bLys were made and the K,’s
were measured. See table 3 below.
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TABLE 3

The K, values of A11 and various point mutants.

Antibody K; (M)
All 0.72
AllH 180
R100bA

AllH 180
R100bK

AllH 1.5
R100aA

All (Epithin) 87

For ArgH100aAla, the K, was determined to be 1.5 nM,
about 2-fold greater than the wild-type inhibitor, indicating
that the mutant made fewer contacts with MT-SP1 than the
wild-type A11. Both of the point mutants ArgH100bAla and
ArgH100bLys had K,’s of 180 nM against MT-SP1. These K,
values were 250-fold higher than for the wild-type A11, indi-
cating that ArgH100b was important in MT-SP1 binding.
Since the residue binds in the S1 pocket, the mutation
ArgH100bAla caused a big change in K,. A conservative
mutation of ArgH100bLys also resulted in a big change in K.
As such, the loop does not bind the active site in a canonical
fashion. The lysine mutation could place the side chain in a
position that destabilized the interacting with the S1 pocket.
In contrast, the similar mutation of Lys to Arg at the P1
position of the standard mechanism inhibitor BTPI had a very
minimal effect on the K, against trypsin (Krowarsch D etal. J
Mol Biol 1999, 289: 175-86).

Example 8

MT-SP1 Digestion of A1l

Based on Example 7, the H3 loop of A1l was found to
interact with the substrate binding pocket in MT-SP1 in a
noncanonical orientation. To further investigate this interac-
tion, the Fab was incubated with MT-SP1 at both pH 8.0 and
pH 6.0. Previous experiments had shown that incubation of
standard mechanism inhibitors with the target protease at low
pH resulted in cleavage (Farady C J et al. J Mol Biol 2007,
369: 1041-51; Ozawa K et al. J Biol Chem 1966, 241: 3955-
61; McGrath M E et al. J Biol Chem 1991, 266: 6620-5).
Different from the standard mechanism inhibitors, MT-SP1
was unable to cleave Al1 at both the standard reaction pH
(8.0) and a more acidic pH (6.0). This indicated that A1l
either did not insert a loop into the active site of MT-SP1 or
that it was not bound in a substrate-like manner. Based on
these results and the previous examples, the H3 loop of A1l
may bind to the active site in a non-canonical fashion, thereby
avoiding cleavage.

Example 9

Structure of the MT-SP1-Inhibitor Complex

The crystal structure of A11 in complex with MT-SP1 was
also determined. Details are shown in table 4 below.

10

15

20

25

30

35

40

50

55

60

65

56
TABLE 4

Data collection and refinement statistics (molecular
replacement) for A1l complexed with MT-SP1.

Data collection Refinement
Space group P6, Resolution (A) 20-2.1
Cell dimensions (2.155-2.1)
a,b,c(A) 130.6,130.6, No. reflections 51,934
96.9 (3,815)
a, B,y (°) 90,90,120 R4/ Rpee 16.1/19.5
Resolution (A) 113-2.10  No. atoms
(2.21-2.1)  Protein 5,108
Rym OF R e 0.087 (0.349Y) Ligand/ion 36 (1 sucrose,
T/ol 11.7 (2.2) 2 glycerols)
Completeness (%) 100% (100%) Water 462
Redundancy 7.3 (6.7) B-factors
Protein 59.5
Ligand/ion 53.7
Water 63.3
R.m.s. deviations
Bond lengths (A) 0.017
Bond angles (°) 1.64

Values in parentheses are for highest-resolution shell.
Test set was 5% of total reflections for Al1 dataset.
1Rpim value reported for high resolution shell.

The A11/MT-SP1 complex crystallized with only one copy
of the complex in the asymmetric unit, and the structure was
determined by molecular replacement to 2.1 A. Consistent
with the alanine scanning results presented in Example 4, the
inhibitor A11 bound to MT-SP1 and capped the active site
through numerous interactions with the protease surface
loops (FIG. 4). These loops surrounded the substrate-binding
groove of the protease and modulated macromolecular sub-
strate recognition. The protease surface loops are sites of high
diversity among the well-conserved family of trypsin-like
serine proteases (Perona I I et al. J Biol Chem 1997, 272:
29987-90). The heavy chain of A11 bound to the protease at
the 60’s and 90’s loops while the light chain interacted with
the 90’s, 170’s and 220’s loops (FIG. 5). The H3 loop (dark
ribbon) inserts ArgH100b into the active site while making
very few additional contacts while E2 H3 loop (lower panel,
dark ribbon) by comparison makes more interaction with the
substrate binding cleft (FIG. 5, panel A). In total, A11 buried
1,216 A? of surface area. Both the light chain and heavy chain
loops made significant contacts with the protease surface. The
light chain buried 538 A2 of surface area (44% of total), while
the heavy chain a similar 678 A? of surface area (56% of
total). Of'this, the long H3 loop is responsible for the majority
of contacts that the heavy chain had with MT-SP1, burying
466 AZ of surface area (69% buried surface attributed to the
heavy chain).

The structure agreed well with the alanine scanning data
and confirmed Asp96 and Phe97 ofthe MT-SP1 are important
for inhibitor binding. The long .3 loop (dark ribbon in FIG. 5,
panel C) of A11 makes a number of contacts with the surface
of MT-SP1, burying nearly as much surface area as the H3
loop, while the 1.3 loop of E2 (dark ribbon in FIG. 5, panel D)
is much shorter and makes very little contact with the surface
of MT-SP1. The hypervariable loops [.3 and H2 combined to
grab the 90’s loop, with the Phe97 side chain of MT-SP1
binding in a hydrophobic cavity formed by TyrH58 of H2 and
L3 residue Prol.95a. The Argl.91 of L3 side chain and its
phenyl ring formed a pi-stacking interaction. The H2, H3, and
L3 loops of A11 utilize Phe97 of MT-SP1 as an anchor point
for binding and recognition (FIG. 5, panel E). Furthermore,
Asp96 was rotated 180° from its position in the apo MT-SP1
structure, where it formed the bottom of the S4 pocket. Asp96
also forms hydrogen bonds between SerH52, SerH54, and
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SerHS56. As for the second important residue revealed by the
MT-SP1 alanine scanning mutations, Asp217 formed a
hydrogen bond with the Ser[.31. A mutation of Asp217 might
cause structural changes to the entire 220s loop, thereby
interrupting additional interactions with A11.

The V, 3 architecture of the A11 light chain allows for an
extended .3 loop, which bound in a groove between the 90’s
and 170’s loop on the protease (FIG. 5, panel C). In particular,
TrpL.94 made significant interactions with the protease 170’s
loop. The indole side chain stacked on the side chains of
Thr177 and Pro178, while the backbone amide made a strong
hydrogen bond with the backbone carbonyl of GIn175 (2.9
A). In addition, Tyr96 made a hydrophobic interaction with
Phe97. The L1 loop also made several contacts with the
protease 170°s and 220’s loop. The Oy of Ser.31 hydrogen
bound to Asp217 032 (2.7 A) and made a water mediated
hydrogen bond to Lys224 on the protease 220’s loop.
Serl.27a formed a 2.8 A hydrogen bond with NE of the
protease GIn174. The L.2 loop was positioned so that it made
no interactions with MT-SP1.

The heavy chain loops of A11 made contacts with the 60s
and 90s loops while inserting the H3 loop into the S1 binding
pocket (FIG. 5, panels A and E). The H1 loop interacted
mainly with Asp60b, with the Oy of Ser30 and Ser31 forming
hydrogen bonds with the Asp60b side chain. The side chain of
Ala33 was involved in a hydrophobic interaction with Phe97.
The H2 loop also made hydrophobic interactions with Phe97
through Ala50 and Tyr58. In addition, hydrogen bonds were
made to the side chains of Asn95 and Asp96 through the Oy of
Ser52, Ser53 and Ser56 as well as the side chain of Tyr58.

The H3 loop of All (dark ribbon in FIG. 5, panel A)
adopted a unique conformation in the protease active site
(FIG. 6). It formed a P-hairpin turn that reaches into the
protease active site while inserting an arginine residue
(ArgH100b) into the active site of MT-SP1, but made few
other contacts with the protease. AlaH99, AlaH100, and
ValH100d combined to bury 174 A? of surface area in hydro-
phobic interactions with the protease as the beta-hairpin
strand extended into the active site. At the apex of the turn,
Al1 has two arginines. The C-terminal arginine was bound in
the S1 specificity pocket, while the first (N-terminal) arginine
extended towards the prime side of the protease active site.
This conformation resulted in the putative scissile bond bind-
ing in a reverse orientation in the active site, rendering the
protease incapable of cleavage at this position. Comparison
with the BPTI demonstrates that A11 H3 loop is presented in
the opposite direction to standard binding substrates, as high-
lighted by the model in FIG. 6, panel B. The H3 loop is 4.0 A
away from Aspl89 at the bottom of the S1 pocket. This
distance forces ArgH100b to make a 2.8 A water-mediated
hydrogen bond with Asp189 of MT-SP1. This conformation
is different from the preferred salt bridge with Asp189 formed
by P1 arginine substrates and mimics, but similar to the bind-
ing of a shorter P1 Lys. As shown in Example 6,
ArgH100bLys mutation was deleterious to A1l binding to
MT-SP1. This is because lysine side chain is one carbon
shorter than an arginine side chain, and thus cannot make a
similar water mediated hydrogen bond to the Asp residue at
the bottom of the S1 pocket.

Example 10
Antibodies Specific for the Active Form of MT-SP1
In orderto evaluate MT-SP1 activity as a biomarker, probes

were developed which exclusively targeted the active form of
the enzyme. The probes are referred hereinas E2 and A11. E2
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and A11 are also the antibody inhibitors of MT-SP1 disclosed
herein. E2 Fab was shown to be selective of the active form of
the enzyme based on data from surface plasmon resonance
(Farady C J et al. J Mol Biol 2008, 380: 351-60). A11 Fab was
also found to selectively bind to the active form of MT-SP1
(FIG. 7). While binding of the catalytically active MT-SP1
can be clearly seen at 200 nM, no binding was observed for
the inactive zymogen at concentrations up to 1 pM. That
antibody binding is reliant on the activation-dependent stabi-
lization of the active site is consistent with structural data
(Farady C J etal.J Mol Biol 2008, 380: 351-60). Because they
share similar mechanisms of inhibition and potencies against
MT-SP1, we use both E2 and Al1 interchangeably in these
examples below.

Example 11
Inhibition of MT-SP1 in Cell Culture

The in vivo utility of inhibitor antibodies against
MT-SPIMT-SP1 was explored in this and the following
examples. MT-SP1 is a mosaic protein with several domains
N-terminal to the protease domain that regulate protein-pro-
tein interactions. In this example, the ability of antibodies to
bind to and inhibit full-length MT-SP1 was investigated. To
look for inhibition of native MT-SP1 in a number of human
cancer cell lines, an assay was created to measure proteolysis
with and without E2 antibody inhibitors. To monitor cell-
associated proteolysis, a substrate that fluoresces upon cleav-
age by any P, -arginine specific protease named Spectrofluor
tPA was added to human cancer cells in 96-well plates. Pro-
teolysis was measured over time in a fluorescent plate reader.
A decrease in the rate of proteolysis upon preincubation with
MT-SP1-specific inhibitory antibodies confirms that not only
was MT-SP1 active on these cells, but the antibodies were
capable of inhibiting the native form of the protease. FIG. 8,
panel A shows the results of this assay as performed with five
different human cancer cells. Black bars represent total
P, -arginine proteolytic activity of uninhibited cells, while the
gray bars represent the activity after cells have been incubated
with E2 Fabs. A1l lines, with the exception of the breast
cancer cell line MDA-MB-231, express measurable amounts
of MT-SP1 mRNA (Bhatt A S et al. Biol Chem 2003, 384:
257-266). The MT-SP1-positive cells showed a decrease in
proteolysis upon the addition of MT-SP1-specific antibody-
based inhibitors, while the MT-SP1-negative line MDA-MB-
231 showed no significant decrease in activity. Additionally,
the cells showed complete or near complete inhibition of
proteolysis in the presence of a broad spectrum inhibitor
cocktail. The colon cancer cell line HT29, which expresses
the most MT-SP1 mRNA ofall ofthe cell lines examined, also
showed the largest change in activity specific to the enzyme.

The experiment was repeated with A11 IgG antibody in 5
different cells line: MCF7 (breast cancer), HT29 (colon can-
cer), DU145 (prostate cancer), OVCARS (ovarian cancer)
and PC3 (prostate). The results are shown in FIG. 8, panel B.
In terms of percentage of P1-Arg proteolytic activity that can
be inhibited, HT29 and MCF7-ml showed the largest differ-
ence. For raw numbers, PC3 shows the greatest quantitative
change in activity (though there remains a significant amount
of P1-Arg proteolysis even when MTSP1 was inhibited).
MCF7-m1 and HT29 were later picked to be potential targets
for further study in the later examples.

The results of these assays demonstrated that MT-SP1 is
active on the surface of these cancer cells and that the inhibi-
tor antibodies were able to bind to and inhibit the full-length
protease.
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Example 12

Ex Vivo Labeling of MT-SP1

For the purposes of molecular imaging of MT-SP1 activity,
the antibody probes were labeled while maintaining the
probe-enzyme interaction. For fluorescent detection, com-
mercially available dye-succinimidyl ester conjugates were
used to nonspecifically label the antibody inhibitors via
accessible lysines. Based on structural data of both A11 and
E2 Fabs bound to recombinant MT-SP1, the labeling of free
lysines (yellow) should not greatly interfere with enzyme
binding (FIG. 9). Heavy chains of antibody are labeled
magenta and light chains cyan in FIG. 9. Lysine residues are
equite distal from the binding interface and labeling of the
protein via non-specific succinimidyl ester conjugation to
these sides chains resulted in small decreases in inhibition.
Depending on the construct—scFv, diabody, Fab or [gG—an
average of 1-6 dye molecules were conjugated per protein.
Inhibition assays using conjugated antibody probes showed
minor (0-5 fold) increases in IC, values, and given the high
potency of these inhibitors, such a decrease was not a barrier
to probe binding. To test the functionality of the scFv against
full length protein, human cancer cells were incubated with
labeled inhibitor antibody E2 and fluorescently imaged to
look for probe association with the membranes of these cells.
The results of these experiments are shown in FIG. 10. Three
MT-SP1-positive cell lines—HT29, MCF7, and LNCaP—
were visibly labeled with the fluorescent probes, while the
negative control line MDA-MB-231 was not. The labeling
also had the following difference: the HT29 signal appeared
to be distributed evenly on the membrane of the cell while the
signal on PC3 and MCF7 cells was more punctate. These
results showed that the inhibitors (e.g. E2) were successtul in
selectively targeting M'T-SP1-positive cells.

MT-SP1 is putatively present on the surface of epithelial
cells in at least three different isoforms—the inactive
zymogen, active protease, and HAI-1-inactivated protease.
To confirm whether the antibodies are binding to only active
proteases and if the antibodies are capable of displacing HAI-
1, the immunofluorescent cell labeling was carried out after
HT29 cells were pre-incubated with recombinant HAI-1
(FIG.11). Cells which were incubated with HAI-1 before the
addition of fluorescently labeled E2 scFv showed much lower
labeling than those which were not. The result of this experi-
ment demonstrated that the antibodies do not displace HAI-1
bound to active protease, indicating that the signal from the
bound antibodies derived from free active MT-SP1.

Example 13
Targeting MT-SP1 In Vivo

The probes were evaluated in vivo in this example. Using
cell lines validated in the cell culture experiments in Example
11, xenograft mouse models were generated using MCF7 and
MDA-MB-231-luc breast cancer cell lines. MDA-MB-231-
luc cells are MDA-MB-231 cells which were meodified to
stably express luciferase, so that the tumor can also be imaged
via bioluminescent detection of injected luciferin. These
mouse models were injected with fluorescently labeled E2
diabody, E2 Fab or A11 IgG, and imaged for up to 50 hours to
assess biodistribution of antibodies and any tumor localiza-
tion. A11 IgG was labeled with AlexaFlour 680 and the mouse
was imaged using a 2-D fluorescent imager. The a-MT-SP1
E2 diabody and E2 Fab showed tumor localization in MCF7
xenograft mice, but failed to achieve high tumor/background
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contrast due to high levels of signal retained in the excretory
system (FIG. 12) Tumors are indicated by arrows. The A1l
IgG, however, localized to the tumor and remained so until
free protein was cleared, achieving excellent tumor to back-
ground contrast by 50 hours (FIG. 13, panel A). Similar
injections in to MDA-MB-231 tumor-bearing mice showed
no tumor associated signal over the same time period (FIG.
13, panel B). Approximately 2 mg of luciferin injected into
these mice generated a tumor-specific signal (FIG. 13, panel
C), validating both the presence of the MDA-MB-231 cells at
this location and sufficient vasculature to deliver probe to the
tumor. These results indicated that MT-SP1 were active in the
tumors which were positive for MT-SP1 expression, and that
this activity can be targeted in vivo for non-invasive imaging
of cancer using these antibody-based inhibitors.

The same experiment was repeated with additional xeno-
graphs shown in FIG. 14, in which the models are generated
using cell lines derived from DU145, HT29, OVCARS, PC3,
and MDA-MB-231. Various mouse xenografts were imaged
with AlexaFluor 680 labeled A1l on a Xenogen IVIS-50
bioluminescence/fluorescence optical imager. In panel A of
FIG. 14, the arrows point to location of tumors in the mice in
the first row. The concentric black circles in the second row
are the signals indicating the localization of the A11 antibody.
To compare tumor signals the percentage of initial dose that
remains in the tumor at 48 hours were measured and then
divided by the volume of the tumor. Data from multiple
tumors in multiple mice are collected and shown in Panel B.
Signals were the most robust in xenograph models containing
tumor cells from HT29 and PC3 tumor is slow growing while
HT29 was the cell line that showed a large inhibition of
MT-SP1 in cell culture by A1l antibody.

Example 14
Study of Anti-Tumor Efficacy Activity In Vivo

The first step in the efficacy trial of All in vivo was to
determine the appropriate mouse xenograft model to be used.
Since MT-SP1 was implicated in a myriad of cancers of
epithelial origin, a diverse array of cell lines were surveyed in
the examples above in order to find cell lines that are suitable
for MT-SP1 targeting. Out of the candidate cell lines, PC3 and
HT29 displayed the good localization of fluorescence signal
in the area of the tumors so PC3 and HT29 were selected for
the in vivo efficacy study in this Example.

Five nude/SCID mice were implanted per cell line with two
tumors per mouse. When the tumors were around 300 mm?> in
size, each mouse was injected with 2 nmoles of AlexaFluor
labeled A11 and imaged with out to 48 hr.

To evaluate the anti-tumor efficacy of All in PC3 and
HT29, a four arm study approach was used for each cell line.
In each xenograft study the four arms consisted of one arm
dosed with All, another with a control antibody (Palivi-
zumab), a third with a standard of care therapeutic (Docetaxel
or Cisplatin) and the fourth arm a vehicle control. Each arm
enrolled ten mice for a total of forty mice per xenograft study.
The mice were weighed and their tumor volumes were mea-
sured twice a week for three weeks. At the end of the study, the
tumors and lungs of five mice per group were collected and
fixed for further analysis.

For the PC3 study the dosing regimen was Group 1: vehicle
(PBS buffer 100 ul, iv, q7dx3), Group 2: Palivizumab (30
mg/kg, iv, q7dx3) Group 3: A1l (30 mg/kg, iv, q3dx3), and
Group 4: Docetaxel (4 mg/kg, iv, 7dx3). The results from the
PC3 study (FIG. 15, panel A) showed a miniscule therapeutic
effectinthe A11 treated arm compared to vehicle. The control
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antibody, Palivizumab, was slightly more efficacious than
Al1, but it was not statistically significant. As expected, the
arm treated with Docetaxel showed the highest lack of tumor
growth and the most significant loss in body weight.

The regimen for HT29 was Group 1: vehicle (PBS buffer
100 pl, iv, q7dx3), Group 2: Palivizumab (30 mg/kg, iv,
q7dx3), Group 3: A1l (30 mg/kg, iv, q3dx3), and Group 4:
Cisplatin (4 mg/kg, iv, q7dx3). In the HT29 study (FIG. 15,
panel B), the results were similar in that A11 did not show
significant therapeutic benefit and the growth curve for that
arm was similar to the curve for the control antibody. The
results of a pilot study of only 5 mice per group for H29 are
shown in FIG. 15, panel C.

Example 15

Labeling A11 with 1,4,7,10-tetraazacyclododecane-
1,4,7,10-tetraacetic acid (DOTA)

In order to use the A11 IgG for nuclear imaging, the mac-
rocyclic transition metal-chelate group DOTA had to be intro-
duced to the structure of the antibody. This was accomplished
by modifying exposed lysine side chain groups on the surface
of'the IgG with an activated ester form of DOTA. Briefly, a35
uM aliquot of A1l IgG, in a conjugation buffer of 0.1M
NaHCO;, 1M NaCl, pH 8.3, was reacted with a twenty-five
fold molar excess of DOTA-NHS ester. The DOTA-NHS
ester (Macrocyclics) in DMSO, was added to the A1l IgG
aliquot and incubated at room temperature on a shaker in the
dark for 90 minutes. The final total volume for the reaction
was 500 pl. On completion, the sample was diluted with 2 ml
of 1xPBS and the excess unreacted DOTA-NHS ester was
removed by size-exclusion chromatography. Concentrating
the sample down to 500 pl with a 50 kDa spin filter yielded an
Al1l IgG sample of 29 uM. According to similar labeling
protocol from Invitrogen, it is estimated that four lysines per
1gG will be labeled with DOTA molecules. The labeled I1gG
was stored at 4° C. until further use.

Example 16

Radiolabeling DOTA-A11 IgG with **'In and In
Vivo SPECT/CT Imaging

For radiolabeling, the DOTA-A11 IgG was diluted to 2 uM
with 1xPBS. This corresponds to a weight by volume con-
centration of around 250 pg/ml. A 200 ul DOTA-A11 IgG
aligout (50 ug of IgG) was incubated with 12 pl of ***InCl,
(2.59 mCi) in 0.01N HCl for 50 minutes at 37° C. Using radio
TLC, the labeling efficiency of the '''In with the DOTA
chelate was determined to be 90%. The radiolabeled antibody
was separated from unreacted by size-exclusion chromatog-
raphy using a PD-10 column pre-equilibrated with 1xPBS
buffer. 0.5 ml fractions were collected from the column and
were assayed for the presence of radiolabeled IgG by radio
TLC. Fractions with high radioactive purity were then
injected into the tail vein of six-week old nude mice bearing
HT29 human colon cancer xenografts of approximately 400
mm? in size. Normally for each injection, around 10 pg of 1gG
is administered corresponding to an '*'In activity of 200 uCi
t0 450 uCi. The mice were then imaged serially at 24 hr, 48 hr
and 72 hr using a Gamma Medica Ideas X-SPECT SPECT/
CT scanner. The CT was acquired using S12 slices per scan at
75 keV. The SPECT imaging consisted of 64x64 matrix
images at 120 stops (images obtained at 3° intervals), 30
seconds per stop with a region of interest of 4.5 cm. A pinhole
collimator (0.5 mm) was used to provide high resolution
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SPECT images. CT and SPECT images were reconstructed
and fused together using the software provided by the manu-
facturer. The data were then analyzed using Visage Imaging
Amira software. A processed image of the HT29 xenograph
labeled with ''*In-DOTA-A11 is shown in FIG. 16 with four
different views. As indicated by regions that are dark gray,
Al1 specifically labeled HT29 tumors while the non-specific
uptake was seen in the chest cavity shown in black. Trans-
verse and coronal images of the HT29 bilateral xenograph are
also shown in FIG. 17, panel A. Injection was done with 15 ug
of A11 IgG (250 pCi).

The experiments were repeated for Palivizumab in PC3
tumor xenographs and for other controls. As shown in FIG.
17, panel B, '*In-DOTA-Palivizumab was found to localize
to tumors in a PC3 xenograph at 48 hour post injection.

Ecotin is a serine protease inhibitor known to block binding
of A11 to MT-SP1. Ecotin was then used in the experiment
shown in FIG. 17, panel C to test for the specificity of A11’s
localization to tumors. Control mouse on the left received 15
pg of 1 In-DOTA-A11 (201 uCi) while the mouse blocked
with ecotin was dosed with 200 pg of ecotin 24 hour i.p. prior
to injection of 18 ug of ***In-DOTA-A11 (220 uCi). As seen
in the figure, the blocked mouse failed to show localization of
1n-DOTA-AL11 signal at the tumor site while the control
has the expected localization of A11 at the tumor site.

Lastly, in a mouse that is negative for MT-SP1, there was
also no localization of A11 signals, further demonstrating the
specificity of A11 for HT29 tumors. FIG. 17, Panel D shows
several views of the MT-SP1 negative MDA-MB-231 xeno-
graph mouse.

Example 17

Screening for Specific Antibody Inhibitor of
Candidate Protease

Phage display libraries may be used to screen candidate
protein-binding agents that could act as inhibitors for a spe-
cific protease of interest.

The protease of interest is immobilized on an ELISA plate
or on beads through a number of possible interactions includ-
ing hydrophobic adsorption, biotin-avidin interaction and
Ni**-6xHis interaction. The phage library is the incubated
with the immobilized antigen/protease, washed, and recov-
ered. The recovered phage is amplified in . co/i and used in
successive selection rounds. The stringency of the washes
increases with subsequent selections (e.g. three total selection
rounds). Selection techniques include increased wash times,
increased detergent concentrations, increased salt concentra-
tions, and inclusion of known macromolecular inhibitors,
such as BPTI, Ecotin, and/or previously identified antibody
inhibitors. Various assays described above, such as binding
and inhibition assays, are used to identify inhibitory antibod-
ies.

Although the foregoing invention has been described in
some detail by way of illustration and example for purposes
of clarity of understanding, it is readily apparent to those of
ordinary skill in the art in light of the teachings of this inven-
tion that certain changes and modifications may be made
thereto without departing from the spirit or scope of the
appended claims.
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<160>

<210>
<211>
<212>
<213>
<220>
<223>

<400>

Glu
1
Glu
Tyr
Ile
Gly

65

Pro

Pro

Lys

Arg

145

Asn

Ser

Lys

Thr

<210>
<211>
<212>
<213>
<220>
<223>

Ile

Arg

Leu

Tyr

50

Ser

Glu

Gly

Ala

Ser

130

Glu

Ser

Leu

Val

Lys
210

Val

Ala

Ala

35

Gly

Gly

Asp

Tyr

Ala

115

Gly

Ala

Gln

Ser

Tyr

195

Ser

SEQ ID NO 1
LENGTH: 217
TYPE :
ORGANISM: Artificial Sequence
FEATURE:
OTHER INFORMATION:

PRT

SEQUENCE: 1

SEQUENCE LISTING

NUMBER OF SEQ ID NOS: 42

Leu Thr Gln Ser Pro

5

Thr Leu Ser Cys Arg

20

Trp Tyr Gln Gln Lys

40

Ala Ser Thr Arg Ala

Ser Gly Thr Asp Phe

70

Phe Ala Val Tyr Tyr

85

Thr Phe Gly Gln Gly

100

Pro Ser Val Phe Ile

120

Thr Ala Ser Val Val

135

Lys Val Gln Trp Lys
150

Glu Ser Val Thr Glu

165

Ser Thr Leu Thr Leu

180

Ala Cys Glu Val Thr

200

Phe Asn Arg Gly Glu

SEQ ID NO 2
LENGTH: 654
TYPE: DNA

ORGANISM: Artificial Sequence
FEATURE:
OTHER INFORMATION:

<400> SEQUENCE: 2

gaaattgtgt

ctctectgea

cctggecagy

gccaggttcea

cctgaagatt

tttggccagy

ttcecegecat

aacttctatc

tgacgcagte

gggccagtca

ctceccagget

gtggcagtgg

ttgcagttta

ggaccaaggt

ctgatgagca

ccagagaggce

215

tccaggeace

gagtgttage

cctcatctat

gtctgggaca

ttactgtcag

ggagatcaaa

gttgaaatct

caaagtacag

Gly Thr Leu
10

Ala Ser Gln
25

Pro Gly Gln

Thr Gly Ile

Thr Leu Thr

75

Cys Gln Gln
90

Thr Lys Val
105

Phe Pro Pro

Cys Leu Leu

Val Asp Asn

155

Gln Asp Ser
170

Ser Lys Ala
185

His Gln Gly

Cys

ctgtetttgt
agcagctact
ggtgcatcca
gacttcacte
cagcgtagea
cgaactgtygg
ggaactgect

tggaaggtgg

Synthetic polypeptide

Ser Leu Ser
Ser Val Ser
30

Ala Pro Arg
45

Pro Ala Arg
60

Ile Asn Ser

Arg Ser Asn

Glu Ile Lys

110

Ser Asp Glu
125

Asn Asn Phe
140

Ala Leu Gln

Lys Asp Ser

Asp Tyr Glu
190

Leu Ser Ser
205

Synthetic oligonucleotide

ctccagggga
tagcctggta
ccagggecac
tcaccatcaa
actggectee
ctgcaccatce
ctgttgtgty

ataacgcect

Pro Gly
15

Ser Ser

Leu Leu

Phe Ser

Leu Glu

80

Trp Pro
95

Arg Thr

Gln Leu

Tyr Pro

Ser Gly
160

Thr Tyr
175

Lys His

Pro Val

aagagccacce
ccagcagaaa
tggtatccca
cagcctagag
ggggtacact
tgtetteate
cctgetgaat

ccaatcgggt

60

120

180

240

300

360

420

480
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-continued
aactcccagg agagtgtcac agagcaggac agcaaggaca gcacctacag cctcagcagc 540
accctgacgc tgagcaaagc agactacgag aaacacaaag tctacgectg cgaagtcacce 600
catcagggcc tgagctcgec cgtcacaaag agcttcaaca ggggagagtg ttaa 654

<210> SEQ ID NO 3

<211> LENGTH: 231

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic polypeptide

<400> SEQUENCE: 3

Glu Val Gln Leu Val Gln Ser Gly Gly Gly Leu Val Lys Pro Gly Gly
1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30

Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Ala Ile Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80

Leu Gln Met Ser Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Val Lys Asp Leu Gly Ile Ala Ala Arg Arg Phe Val Ser Gly Ala Phe
100 105 110

Asp Ile Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser Ala Ser Thr
115 120 125

Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
130 135 140

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
145 150 155 160

Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His
165 170 175

Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser
180 185 190

Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys
195 200 205

Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Lys Val Glu
210 215 220

Pro Lys Ser Cys Ala Ala Ala
225 230

<210> SEQ ID NO 4

<211> LENGTH: 765

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic oligonucelotide
<220> FEATURE:

<221> NAME/KEY: misc_feature

<222> LOCATION: 737

<223> OTHER INFORMATION: n = A, T,C or G

<400> SEQUENCE: 4

gaggtccage tggtgcagte tgggggagge ctggtcaage ctggggggtce cctgagactce 60

tcctgtgeag cctetggatt cacctttage agetatgeca tgagetgggt ccgecagget 120
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-continued
ccagggaagg ggctggagtg ggtctcaget attagtggta gtggtggtag cacatactac 180
gcagactceg tgaagggecg gttcaccatc tccagagaca attccaagaa cactctgtat 240
cttcaaatga gcagtctgag agctgaggac acggctgtgt attactgtgt gaaagatctce 300
ggtatagcag ctcgtceggtt cgtgtcgggt gettttgata tctggggcca agggacaatg 360
gtcaccgtcet caagcgcctce caccaagggc ccatcggtcet tecccecctgge accctectec 420
aagagcacct ctgggggcac agcggccctg ggcetgectgg tcaaggacta cttecccgaa 480
ceggtgacgg tgtcgtggaa ctcaggcegec ctgaccageg gcegtccacac ctteccegget 540
gtcctacagt cctcaggact ctactccctc agcagcgtag tgaccgtgec ctccagcage 600
ttgggcaccc agacctacat ctgcaacgtg aatcacaagc ccagcaacac caaggtggac 660
aagaaagttg agcccaaatc ttgtgcggcc gcacatcatc atcaccatca cggggccgca 720
gaacaaaaac tcatctnaga agaggatctg aatggggccg catag 765

<210> SEQ I
<211> LENGT.
<212> TYPE:

D NO 5
H: 214
PRT

<213> ORGANISM: Artificial Sequence

<220> FEATU

<223> OTHER INFORMATION:

RE:

<400> SEQUENCE: 5

Asp Ile Gln
1

Asp Arg Val
Leu Ala Trp
35

Tyr Ala Ala
50

Ser Gly Ser
65

Glu Asp Phe

Thr Phe Gly

Pro Ser Val

115

Thr Ala Ser
130

Lys Val Gln
145

Glu Ser Val
Ser Thr Leu
Ala Cys Glu

195
Phe Asn Arg

210

<210> SEQ I
<211> LENGT.
<212> TYPE:

Met Thr Gln Ser Pro

5

Thr Ile Thr Cys Arg

20

Tyr Gln Gln Lys Pro

40

Ser Ser Leu Gln Ser

55

Gly Thr Asp Phe Thr

70

Ala Val Tyr Tyr Cys

85

Asp Gly Thr Lys Val

100

Phe Ile Phe Pro Pro

120

Val Val Cys Leu Leu

135

Trp Lys Val Asp Asn
150

Thr Glu Gln Asp Ser

165

Thr Leu Ser Lys Ala

180

Val Thr His Gln Gly

200

Gly Glu Cys

D NO 6
H: 642
DNA

Ser

Ala

Gly

Gly

Leu

Gln

Glu

105

Ser

Asn

Ala

Lys

Asp

185

Leu

Ser

10

Ser

Lys

Val

Thr

Gln

90

Ile

Asp

Asn

Leu

Asp

170

Tyr

Ser

Leu

Gln

Ala

Pro

Ile

75

His

Lys

Glu

Phe

Gln

155

Ser

Glu

Ser

Synthetic polypeptide

Ser Ala Ser
Gly Ile Ser
30

Pro Lys Leu
45

Ser Arg Phe
60

Ser Ser Leu

Gly Asn Leu

Arg Thr Val
110

Gln Leu Lys
125

Tyr Pro Arg
140

Ser Gly Asn

Thr Tyr Ser

Lys His Lys
190

Pro Val Thr
205

Val Gly
15

Ser Tyr

Leu Ile

Ser Gly

Gln Pro
80

Pro Tyr
95

Ala Ala

Ser Gly

Glu Ala

Ser Gln

160

Leu Ser
175

Val Tyr

Lys Ser
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70

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic oligonucleotide

<400> SEQUENCE: 6

gatatccaga tgacccagag cccgtctage ctgagegega gegtgggtga tegtgtgacce
attacctgca gagcgageca gggcattage agetatetgg cgtggtacca gcagaaacca
ggtaaagcac cgaaactatt aatttatgca gccagcagct tgcaaagegyg ggtccegtec
cgttttageg getcectggate cggcactgat tttaccctga ccattagecag cctgcaacct
gaagactttyg cggtttatta ttgccagcag catggtaatce ttecttatac ctttggegac
gggaccaagg tggagatcaa acgaactgtyg gctgcaccat ctgtcttcat ctteeegeca
tctgatgage agttgaaatce tggaactgece tctgttgtgt gectgetgaa taacttcetat
cccagagagg ccaaagtaca gtggaaggtg gataacgcece tccaatcggg taactcccag
gagagtgtca cagagcagga cagcaaggac agcacctaca gcctcagcag caccctgacyg
ctgagcaaag cagactacga gaaacacaaa gtctacgect gegaagtcac ccatcaggge
ctgagctege ccgtcacaaa gagcttcaac aggggagagt gt

<210> SEQ ID NO 7

<211> LENGTH: 236

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic polypeptide

<400> SEQUENCE: 7

Met Ala Gln Val Gln Leu Val Gln Ser Gly Gly Gly Leu Val Lys Pro
1 5 10 15

Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser
20 25 30

Ser Tyr Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu
35 40 45

Trp Val Ser Ala Ile Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp
Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr
65 70 75 80

Leu Tyr Leu Gln Met Ser Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr
85 90 95

Tyr Cys Ala Arg Pro Tyr Leu Thr Tyr Pro Gln Arg Arg Gly Pro Gln
100 105 110

Asn Val Ser Pro Phe Asp Asn Trp Gly Gln Gly Thr Met Val Thr Val
115 120 125

Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser
130 135 140

Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys
145 150 155 160

Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu
165 170 175

Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu
180 185 190

Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr
195 200 205

Gln Thr Tyr Ile Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val
210 215 220

60

120

180

240

300

360

420

480

540

600

642
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Asp Lys Lys Val Glu Pro Lys Ser Cys Ala Ala Ala
230

225

<210> SEQ ID NO 8
<211> LENGTH: 777

<212> TYPE:

DNA

235

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION:

<400> SEQUENCE: 8

atggcccagyg
agactctect
caggctcecag
tactacgcag
ctgtatctte
ccttatcetta
ggccaaggga
ctggcaccct
gactacttce
cacaccttee
gtgceccteca

aacaccaagg

catcacggygyg

tgcagetggt

gtgcagccte

ggaaggggcet

actccgtgaa

aaatgagcag

cttatcctca

caatggtcac

cctecaagag

ccgaaccggt

cggetgtect

gcagcttggg

tggacaagaa

ccgcagaaca

<210> SEQ ID NO 9
<211> LENGTH: 7

<212> TYPE:

PRT

gcagtcetggyg
tggattcacc
ggagtgggte
gggceggtte
tctgagaget
gegtegtggt
cgtctcaage
cacctetggyg
gacggtgtceg
acagtcctca
cacccagace
agttgagccc

aaaactcatc

ggaggectgg
tttagcaget
tcagctatta
accatctcca
gaggacacgg
cctcagaatg
gectecacca
ggcacagegg
tggaactcag
ggactctact
tacatctgca

aaatcttgtyg

tcagaagagg

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION:

<400> SEQUENCE: 9

Gly Ile Ala Ala Arg Arg Phe

1

5

<210> SEQ ID NO 10
<211> LENGTH: 16

<212> TYPE:

PRT

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION:

<400> SEQUENCE: 10

Synthetic oligonucleotide

tcaagcctygyg

atgccatgag

gtggtagtgg

gagacaattc

ctgtgtatta

tttctecttt

agggccecatce

cecectgggety

gegecctgac

ccctcageag

acgtgaatca

cggecgeaca

atctgaatgg

Synthetic polypeptide

Synthetic polypeptide

ggggtCCCtg

ctgggteege
tggtagcaca
caagaacact
ctgtgegegt
tgataattgg
ggtettecce
cctggtcaag
cagcggegte
cgtagtgacce
caagcccage

tcatcatcac

ggcegea

Asp Leu Gly Ile Ala Ala Arg Arg Phe Val Ser Gly Ala Phe Asp Ile

1

5

<210> SEQ ID NO 11
<211> LENGTH: 6

<212> TYPE:

PRT

10

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION:

<400> SEQUENCE: 11

Pro Gln Arg Arg Gly Pro

1

5

Synthetic polypeptide

15

60

120

180

240

300

360

420

480

540

600

660

720

777
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<210> SEQ ID NO 12

<211> LENGTH: 19

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic polypeptide

<400> SEQUENCE: 12

Pro Tyr Leu Thr Tyr Pro Gln Arg Arg Gly Pro Gln Asn Val Ser Pro
1 5 10 15

Phe Asp Asn

<210> SEQ ID NO 13

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic polypeptide

<400> SEQUENCE: 13

Gly Ile Ala Arg Met Phe
1 5

<210> SEQ ID NO 14

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 14

Gly Ile Ala Ala Met Arg Phe
1 5

<210> SEQ ID NO 15

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 15

Gly Ile Ala Ala Met Met Phe
1 5

<210> SEQ ID NO 16

<211> LENGTH: 12

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 16

Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Leu Ala
1 5 10

<210> SEQ ID NO 17

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 17

Gly Ala Ser Thr Arg Ala Thr
1 5
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<210> SEQ ID NO 18

<211> LENGTH: 11

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 18

Gln Gln Arg Ser Asn Trp Pro Pro Gly Tyr Thr
1 5 10

<210> SEQ ID NO 19

<211> LENGTH: 10

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 19

Gly Phe Thr Phe Ser Ser Tyr Ala Met Ser
1 5 10

<210> SEQ ID NO 20

<211> LENGTH: 10

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 20

Ala Ile Ser Gly Ser Gly Gly Ser Thr Tyr
1 5 10

<210> SEQ ID NO 21

<211> LENGTH: 11

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 21

Arg Ala Ser Gln Gly Ile Ser Ser Tyr Leu Ala
1 5 10

<210> SEQ ID NO 22

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 22

Ala Ala Ser Ser Leu Gln Ser
1 5

<210> SEQ ID NO 23

<211> LENGTH: 9

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 23

Gln Gln His Gly Asn Leu Pro Tyr Thr
1 5
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<210> SEQ ID NO 24

<211> LENGTH: 10

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 24

Gly Phe Thr Phe Ser Ser Tyr Ala Met Ser
1 5 10

<210> SEQ ID NO 25

<211> LENGTH: 10

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 25

Ala Ile Ser Gly Ser Gly Gly Ser Thr Tyr
1 5 10

<210> SEQ ID NO 26

<211> LENGTH: 10

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 26

Gly Phe Thr Phe Ser Ser Tyr Ala Met Ser
1 5 10

<210> SEQ ID NO 27

<211> LENGTH: 10

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 27

Gly Val Thr Gly Ser Ser Tyr Ala Met Ser
1 5 10

<210> SEQ ID NO 28

<211> LENGTH: 17

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 28

Ala Ile Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
1 5 10 15

Gly

<210> SEQ ID NO 29

<211> LENGTH: 17

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 29

Ala Ile Ser Ser Ser Gly Val Asn Thr His Tyr Ala Asp Ser Val Lys
1 5 10 15
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Gly

<210> SEQ ID NO 30

<211> LENGTH: 16

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 30

Ala Ile Ser Ser Gly Gly Asn Thr His Tyr Ala Asp Ser Val Lys Gly
1 5 10 15

<210> SEQ ID NO 31

<211> LENGTH: 13

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 31

Ile Ala Ser Ile Ala Leu Arg Gly Tyr Tyr Phe Asp Tyr
1 5 10

<210> SEQ ID NO 32

<211> LENGTH: 13

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 32

Ile Ala Ser Ile Ala Thr Arg Gly Tyr Phe Phe Asn Tyr
1 5 10

<210> SEQ ID NO 33

<211> LENGTH: 11

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 33

Arg Ala Ser Gln Ser Val Ser Ser Tyr Leu Ala
1 5 10

<210> SEQ ID NO 34

<211> LENGTH: 12

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 34

Arg Ala Ser Gln Thr Phe Gly Ser Ser Tyr Leu Ala
1 5 10

<210> SEQ ID NO 35

<211> LENGTH: 12

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 35

Arg Ala Ser Gln Ile Phe Ser Ser Asn Ser Leu Ala
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<210> SEQ ID NO 36

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 36

Gly Ala Ser Ser Arg Ala Thr
1 5

<210> SEQ ID NO 37

<211> LENGTH: 9

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 37

Gln Gln Tyr Gly Ser Ser Pro Trp Thr
1 5

<210> SEQ ID NO 38

<211> LENGTH: 7

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide

<400> SEQUENCE: 38

Gly Ile Ala Ala Arg Met Phe
1 5

<210> SEQ ID NO 39

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide
<220> FEATURE:

<221> NAME/KEY: VARIANT

<222> LOCATION: 2

<223> OTHER INFORMATION: Xaa = Any Amino Acid

<400> SEQUENCE: 39

Pro Xaa Arg Arg Gly Pro
1 5

<210> SEQ ID NO 40

<211> LENGTH: 6

<212> TYPE: PRT

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: Synthetic peptide
<220> FEATURE:

<221> NAME/KEY: VARIANT

<222> LOCATION: 2

<223> OTHER INFORMATION: Xaa = Any Amino Acid

<400> SEQUENCE: 40
Pro Xaa Arg Met Gly Pro

1 5

<210> SEQ ID NO 41
<211> LENGTH: 6
<212> TYPE: PRT
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<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Synthetic peptide
<220> FEATURE:
<221> NAME/KEY: VARIANT
<222> LOCATION: 2
<223> OTHER INFORMATION: Xaa = Any Amino Acid
<400> SEQUENCE: 41
Pro Xaa Met Arg Gly Pro

1 5
<210> SEQ ID NO 42
<211> LENGTH: 6
<212> TYPE: PRT
<213> ORGANISM: Artificial Sequence
<220> FEATURE:
<223> OTHER INFORMATION: Synthetic peptide
<220> FEATURE:
<221> NAME/KEY: VARIANT
<222> LOCATION: 2
<223> OTHER INFORMATION: Xaa = Any Amino Acid
<400> SEQUENCE: 42

Pro Xaa Met Met Gly Pro
1 5

What is claimed is:
1. A protease-binding antibody, comprising:
a) aVLCDRI1 comprising the amino acid sequence of SEQ
ID NO: 16;

b) a VLCDR2 comprising the amino acid sequence of SEQ
ID NO: 17,

¢) aVLCDR3 comprising the amino acid sequence of SEQ
ID NO: 18;

d)aVHCDRI1 comprising the amino acid sequence of SEQ
ID NO: 19;

e) aVHCDR2 comprising the amino acid sequence of SEQ
ID NO: 20; and

f) a VHCDR3 comprising the amino acid sequence of SEQ
ID NO: 10.

2. The protease-binding antibody of claim 1, wherein said
antibody comprises:

a)a light chain of at least 90% amino acid sequence identity

to SEQ ID NO: 1; and

b) a heavy chain of at least 85% amino acid sequence

identity to SEQ ID NO: 3.

3. The protease-binding antibody of claim 1, wherein said
protease is P1-Arg-specific protease.

4. The protease-binding antibody of claim 3, wherein said
P1-Arg- specific protease is a type II transmembrane serine
protease.

5. The protease-binding antibody of claim 4, wherein said
type Il transmembrane serine protease is membrane-type
serine protease [.
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6. The protease-binding antibody of claim 1, wherein said
protease-binding antibody is detectably labeled.

7. The protease-binding antibody of claim 1, wherein said
antibody is radiolabeled.

8. A pharmaceutical composition comprising the protease-
binding antibody of claim 1 and a pharmaceutical acceptable
excipient.

9. The pharmaceutical composition of claim 8, wherein
said composition further comprises an anti-cancer agent.

10. A method of detecting a cancer cell comprising a cell
surface serine protease in a subject comprising:

contacting the protease-binding antibody of claim 1 with a

cell of said subject suspected of being cancerous;
detecting said protease-binding antibody bound to said
cell.

11. The method of claim 10, wherein said detecting com-
prises imaging tissues of said subject.

12. The method of claim 10, wherein said protease-binding
antibody is radiolabeled.

13. The method of claim 10, wherein said detecting com-
prises single photon emission computed tomography.

14. A method of inhibiting a serine protease comprising:

contacting the protease-binding antibody of claim 1 to said

protease.

15. A kit for detecting cancer cells in a subject comprising:

the protease binding antibody of claim 1.

16. The kit of claim 15, wherein said protease binding
antibody is radiolabeled.

#* #* #* #* #*



